CCAGiGTCCAACTGCACCTCGGTTCTATCGATTGAATTCCCCGGGGATCCTCTAGAGATCCCT 
CGACCTCGACCCACGCGtCCGCCAAGCTGGCCCTGCACGGCTGCAAGGGAGGCTCCTGTGGA 
CAGGCCAGGCT^GGTGGGeCTC^GiSAGGTGCCTCCAGGCGGGCA^^ 

AAGGGCTA6GGTCCATCTCCAGTCCCAGGACACAGCAGCGGCCACCATGGCCACGCCTGGGC 
TCCAGCAGCATCAGCAGCCCCCAGGACCGGGGGAGGCACAGGTGGCCCCCACCACCCGGAGG 
AGCAGCTCCTGCCCCTGTCCGGGGGATGACTGATTCTCCTCCGCCAGGCCACCCAGAGGAGA 
AGGCCACCCCGCCTGGAGGCACAGGCCATGAGGGGCTCTCAGGAGGTGCTGCTGATGTGGCT 
TCTGGTGTTGGCAGTGGGCGGCACAGAGCACGCCTACCGGCCCGGCCGTTAGGGTGTGTGCT 
GTCCCGGGCTCACGGGGACCCTGTCTCCGAGTCGTTCGTGCAGCGTGTGTACCAGCCCTTCC 
TOICCACCTGCGACGGGCACC 

CGCCGCAGCCCtGGGCTGGCCCCTGCCAGGCCTCGCTACGCGTGCTGCCCCGGCTGGAAGAG 

GACCAGCGGGCTTCCTGGGGCCTGTGGAGCAGCAATATGCCAGCCGCCATGCCGGAACGGAG 

GGAGCTGTGTCCAGCCTGGCCGCTGCCGCTGCCCTGCAGGATGGCGGGGTGACACTTGCCAG 

TCAGATGTGGATGAATGCAGTGCTAGGAGGGGCGGCTGTCCCCAGCGCTGCa^TCAACACCGC 

CGGCAGTTACTGGTGCCAGTGTTGGGAGGGGCACAGCCTGTCTGCAGACGGTACACTCTGTC 

TGCCCAAGGGAGGGCCCCCCAGGGTGGCCCCCAACCCGACAGGAGTGGACy^GTGCAATG 

GAAGAAGTGCAGAGGCTGCAGTCCAGGGTGGACCTGCTGGAGGAGAAGCTGGAGCTGGTGCT 

GGCCCCACTGCACAGCCTGGCCTCGCAGGCACTGGAGCATGGGCTCCCGGACCCCGGC^ 

TCCTGGTGCACTCCTTCCAGCAGCTCGGCCGCATCGACTCCCTGAGCGAGCAGATTTCCTTC 

CTGGAGGAGO^GCTGGGGTCCTGCTCCTGCAAGAAAGACTCGTGACTGCCCAGCGCCCCAGG 

CTGGACTGAGCCCCTCACGCCGCCCTGCAGCCCCCATGCCCCTGCCCAACATGCTGGGGGTC 

CAGAAGCCACCTCGGGGTGACTGAGCGGAAGGCCAGGO^GGGCCTTCCTCCTTTTCCTCC^^ 

CCCTTCCCTCGGGAGGGTCCCCAGACCCTGGCATGGGATGGGCTGGGATTTTTTTTGTGAAT 

CCAGCCCTGGCTACCCCCACCCTGGTTACCCCAACGGOITCCCAAGGCCAGGTGGGCCCT^ 

GCTGAGGGAAGGTACGAGTTCCCCTGCTGGAGCCTGGGACCCATGGCACAGGCCAGGCA6CC 

CGGAGGCTGGGTGGGGCCTCAGTGGGGGCTGCTGCCTGACCCCCAGCACAATAAAAATGAAA 

CGTGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCGCQACTCT 

AGAGTCGACCTGCAGAAGCTTGGCCGCCATGGCCCAACTTGTTTATTGCAGCTTATAATGGT 
TACAAAT 



FIGURE 2 



MTDSPPPGHPEEKATPPGGTGHEGLSGGAADVASGVGSGRHRARLPARPLGCVLSRAHGDPV 
SESFVQRVYQPFLTTCDGHRACSTYRTIYRTAYRRSPGLAPARPRYACCPGWKRTSGLPGAC 
GAAICQPPCRNGGSCVQPGRCRCPAGWRGDTCQSDVDECSARRGGCPQRCINTAGSYWCQCW 
EGHSLSADGTLCVPKGGPPRVAPNPTGVDSAMKEEVQRLQSRVDLLEEKLQLVLAPLHSL^ 
QALEHGLPDPGSLLVHSFQQLGRIDSLSEQISFLEEQLGSCSCKKDS 

Signal sequence: 
amino acids 1-19 

cM^- _and cGMP-Jlependent protein >inaM phosphorylation sites_. _ 
amino acids 93-97, 270-274 

N-myristoylatlon sites. 

amino acids 19-25, 78-84, 97-103, 100-106, 103-109, 157-163, 
191-197, 265-271 

Amidatlon site* 

amino acids 26-30 

Aspartic acid and asparagine hydroxylation site. 

amino acids 152-164 

Cell attachment sequence. 

amino acids 130-133 

EGF-like domain cysteine pattern signature. 

amino acids 123-135 ■ ' . ' 



FIGURE 3 



CGCTCGCCCCGTCGCCCCTCGCCTCCCCGCAGAGTCCCCTCGCGGCAGCAGATGTGTGTGGG 
GTCAGCCCACGGCGGGGACTATGGTGAAATTCCCGGCGCTCACGCACTACTGGCCCCTGATC 
CGGTTCTTGGTGCCCCTGGGCATCACCAACATAGCCATCGACTTCGGGGAGCAGGCCTTGAA 
CCGGGGCATTGCTGCTGTCAAGGAGGATGCAGTCGAGATGCTGGCCAGCTACGGGCTGGCGT 
ACTCCCTCATGAAGTTCTTCACGGGTCGCATGAGTGACTTCAAAAATGTGGGCCTGGTGTTT 
GTGAACAGCAAGAGAGACAGGACCAAAGCCGTCCTGTGTATGGTGGTGGCAGGGGCCATCGC 
TGCCGTCTTTCACACACTGATAGCTTATAGTGATTTAGGATACTACATTATCAATAAACTGC 
ACCATGTGGACGAGTCGGTGGGGAGCAAGACGAGAAGGGCCTTCCTGTACCTCGCCGCCTTT 
CCTTTCATGGACGCAATGGCATGGACCCATGCTGGCATTCTCTTAAAACACAAATACAGTTT 
CCTGGTGGGATGTGCCTCAATCTCAGATGTCATAGCTCAGGTTGTTTTTGTAGCCATTTTGC 
TTCACAGTCACCTGGAATGCCGGGAGCCCCTGCTCATCCCGATCCTCTCCTTGTACATGGGC 
GCACTTGTGCGCTGCACCACCCTGTGCCTGGGCTACTACAAGAACATTCACGACATCATCCC 
TGACAGAAGTGGCCCGGAGCTGGGGGGAGATGCAACAATAAGAAAGATGCTGAGCTTCTGGT 
GGCCTTTGGCTCTAATTCTGGCCACACAGAGAATCAGTCGGCCTATTGTCAACCTCTTTGTT 
-TGGGGGGAGCTTGGTGGGAGTTGTGGAGGGAGAGAGGCAGTGGGGATTTTGAGAGGGAGATA- 
CCCTGTGGGTCACAtGCCATACGGCTGGTTGACGGAAATCCGTGCtGTGTATCCTGCTTTCG 
ACAAGAATAACCCGAGCAACAAACTGGTGAGCACGAGCAACACAGTCACGGCAGCCCACATC 
AAGAAGTTCACCTTCGTCTGCATGGCTCTGTCACTCACGCTCTGTTTCGTGATGTTTTGGAC 
ACCCAACGTGTCTGAGAAAATCTTGATAGACATCATCGGAGTGGACTTTGCCTTTGCAGAAC 
TCTGTGTTGTTCCTTTGCGGATCTTCTCCTTCTTCCCAGTTCCAGTCACAGTGAGGGCGCAT 
CTCACCGGGTGGCTGATGACACTGAAGAAAACCTTCGTCCTTGCCCCCAGCTCTGTGCTGCG 
GATCATCGTCCTCATCGCCAGCCTCGTGGTCCTACCCTACCT6GGGGTGCACGGTGCGACCC 
TGGGCGTGGGCTCCCTCCTGGCGGGCTTTGTGGGAGAATCCACCATGGTCGCCATCGCTGCG 
TGCTATGTCTACCGGAAGCAGAAAAAGAAGATGGAGAATGAGTCGGCCACGGAGGGGGAAGA 
CTCTGCCATGACAGACATGCCTCCGACAGAGGAGGTGACAGACATCGTGGAAATGAGAGAGG 
AGAATGAATAAGGCACGGGACGCCATGGGCACTGCAGGGACGGTCAGTCAGGATGAGACTTC 
GGCATCATGTCTTCCCTCTCCCATCGTATTTTGTTCCCTTTTTTTTGTTTTGTTTTGGTAAT 
GAAAGAGGCCTTGATTTAAAGGTTTCGTGTCAATTCTCTAGCATACTGGGTATGCTCACACT 
GACGGGGGGACCTAGTGAATGGTCTTTACTGTTGCTATGTAAAAACAAACGAAACAACTGAC 
TTCATACCCCTGGCTCACGAAAACCCAAAAGACACAGCTGCCTCACGGTTGACGTTGTGTCC 
TCCTCCCCTGGACAATCTCCTCTTGGAACCAAAGGACTGCAGCTGTGCCATCGCGCCTCGGT 
CACCCTGCACAGCAGGCCACAGACTCTCCTGTCCCCCTTCATCGCTCTTAAGAATCAACAGG 
TTAAAACTCGGCTTCCTTTGATTTGCTTCCCAGTCACATGGCCGTACAAAGAGATGGAGCCC 
CGGTGGCCTCTTAAATTTCCCTTCTGCCACGGAGTTCGAAACCATCTACTCCACACATGCAG 
GAGGCGGGTGGCACGCTGCAGCCCGGAGTGCCCGTTCACACTGAGGAACGGAGACCTGTGAC 
CACAGCAGGCTGACAGATGGACAGAATCTCCCGTAGAAAGGTTTGGTTTGAAATGCCCCGGG 
GGCAGCAAACTGACATGGTTGAATGATAGCATTTCACtCTGCGTTCTCCTAGATCTGAGCAA 
GCTGTCAGTTCTCACCCCCACCGTGTATATACATGAGCTAACTTTTTTAAATTGTCACAAAA 
GCGCATCTCCAGATTCCAGACCCTGCCGCATGACTTTTCCTGAAGGCTTGCTTTTCGCTCGC 
CTTTCCTGAAGGTCGCATtAGAGCGAGTCACATGGAGCATCCTAACTTTGCATTTTAGTTTT 
TACAGTGAACTGAAGCTTTAAGTCTCATCCAGCATTCTAATGCCAGGTTGCTGTAGGGTAAC 
TTTTGAAGTAGATATATTACCTGGTTCTGCTATCCTTAGTCATAACTCTGCGGTACAGGTAA 
TTGAGAATGTACTACGGTACTTCCCTCCCACACCATACGATAAAGCAAGACATTTTATAACG 
ATACCAGAGTCACTATGTGGTCCTCCCTGAAATAACGCATTCGAAATCCATGCAGTGCAGTA 
TATTTTTCTAAGTTTTGGAAAGCAGGTTTTTTCCTTTAAAAAAATTATAGACACGGTTCACT 
AAATTGATITAGTCAGAATTCCTAGACTGAAAGAACCTAAACAAAAAAATATTTTAAAGATA 
TAAATATATGCTGTATATGTTATGTAATTTATTTTAGGCTATAATACATTTCCTATTTTCGC 
ATTTTCAATAAAATGTCTCTAATACAAAAAA 



FIGURE 4 



MVKFPALTHYWPLIRFLVPIX3ITNIAIDFGEQALNRGIAAVKEDAVEMLASYGLAYSLMKFF 
TGPMSDFKNVGLVFVNSKRDRTKAVLCMWAGAIAAVFHTLIAYSDLGYYIINKLHHVDESV 
6SKTRRAFLYLAAFPPMDAMAWTHAGILLKHKYSFLVGCASISDVIAQWFVAILLHSHLEC 
REPLLIPILSLYMGALVRCTTLCIiGYYKNIHDIIPDRSGPELGGDATIRKMLSFWWPLALIL 
ATQRISRPIVNLFVSRDLGGSSAATEAVAILTATYPVGHMPYGWLTEIRAVYPAFDKNNPSN 
KLVSTSNTVTAAHIKiaPTPVCmLSLTLCFVMFWTPNVSEKILIDIIGVDFAFAELCVVPLR 
IFSFFPVPVTVRAHLTGWLMTLKKTFVLAPSSVLRIIVLIASLVVLPYLGVHGATLGVGSLL 
AGFVGESTMVAIAACYVYRKQKKKMENESATEGEDSAMTDMPPTEEVTDIVEMREE^ 

Transmeo^r^ domains : 

amino acids 86-106, 163-179, 191-205, 237-253, 327-343, 357-374, 
408-423, 431-445 



FIGURE 5 



CCTGACAGAAGTGCCCCGGAGCTGGGGGAGATNCAACA.TTAAGAAGATGCTGAGCTTCT<^ 

GCCNTTTGGCTCTAATTCTGGCCACACAGAGAANCAGTCGGCCTATTGTCAACCTCTTTGTT 

TCCCGGGACCTTGGTGGCAGTTCTGCAGCCACAGAGGCAGTGGCGATTTTGACAGCCACATA 

CCCTGTGGGTCACATGCCATACGGCTGGTTGACGGAAATCCGTGCTGTGTATCCTGCTTTCG 

AO^GAATAACCCCAGO^CAAACTGGTGAGCACGAGCTU^CACAGT^ 

AAGAAGTTCACCTTCGTCTGCATGGCTCTGTCACTCACGCTCTGTTTCGTGATGTTTTGGAC 

ACCGAACGTGTCTGNGAAAATCTTGATAGACATCATCGGAGTGGACTtTGCCTTTGC^ 

TCTGTGTTGTTCCTTTGCGGATCTTCTCCTTCTTCCCAGTTCCAGTCACAGTGAGGGCGCA 

CTCACCGGGTGGCTGATGACACTGAAGAAAACCTTCGTC 



FIGURE 6 



TGACGGAATCCCGGGCTGGGTATCCTGGTTTNGACAAGATAAACCCCCAGCAANAAATTGGG 

GAGO^GGGCAAAACAGTNACGGGCaiGCCCACATCS^GAAGTTa^CCTTNGTTTGNAT^ 

TGTO^CTa^CGCTNTGTTTOSTGATGTTTTGGACa^CCCAAAGTGTTTGAGAAAATTT^ 

AGACa^TNATCGGAGTGGANTTTGCCTTTGCa^GAANTTTGNGNTGTTCCTTTGCGGATTTTCT 

CCTTTTTCCCAGTTCCAGTCACAGNGAGGGCGCATCTCACCGGGNGGNTGATGACANTGAAG 

AAAACCTTTGTCCTTGCCCCOlGCTNTTTGGTGCGGATa^TTGTCCTNATNGCCAGCCTT^ 

GGTCCTACCCTACCTGGGGGTGCACGGTGCGACCCTGGGCGTGGGTTCCCTCCTGGCGGGCA 



FIGURE 7 



.TATTCCCAGTTCCX3GTCACGGGGAGGGCGCATNTCACCGGGTGGCTGANGACACTGAAGAAA 
ACCTTNGTCCTTGCCCCCAGNTTTGTGNTGCGGATNATCGTCCTCATCGCCAGCCTNGTGGT 
CCTACCCTACCTGGGGGTGCACGGTGAGAC 



FIGURE 8 

GCCCCX5CGCCCGGCGCCGGGCGCCCGAAGCCGGGAGCCACCGCCATGGGGGCCTGCCTGGGA 
GCCTGCTCCCTGCTCAGCTGCGCGTCCTGCCTCTGCGGCTCTGCCCCCTGCATCCTGTGCAG 
CTGCTGCCCCGCCAGCCGCAACTCCACCGTGAGCCGCCTCATCTTCACGTTCTTCCTCTTCC 
TGGGGGTGCTGGTGTCCATCATTATGCTGAGCCCGGGCGTGGAGAGTCAGCTCTACAAGCTG 
CCCTGGGTGTGTGAGGAGGGGGCCGGGATCCCCACGGTCCTGCAGGGCCACATCGACTGTGG 
CTCCCTGCTTGGCTACCGCGCTGTCTACCGCATGTGCTTCGCCACGGCGGCCTTCTTCTTCT 
TCTTTTTCACCCTGCTCATGCTCTGCGTGAGCAGCAGCCGGGACCCCCGGGCTGCCATCCAG 
AATGGGTTTtGGTTCTTTAAGTTCCTGATCCTGGTGGGCCTCACCGTGGGTGCCTTCTACAT 
CCCTGACGGCTCCTTCACCAACATCTGGTTCTACTTCGGCGTCGTGGGCTCCTTCCTCTTCA 
TCCTCATCCAGCTG^ 

AAG<3CCGAGGAGTGCGATTCCCGTGCCTGGTAC6CAGGCCTCTTCTTCTTCACTCTCCTCTT 

CTACTTGCTGTCGATCGCGGCCGTGGCGCTGATGTTCAT6TACTACACTGAGCCCAGCGGCT 

GCCACGAGGGO^GGTCTTCa^TCAGCCTCaACCTCACCrTCTGTGTCTGCGTGTC^ 

GCTGTCCTGCCCAAGGTCCAGGACGCCCAGCCCa^CTCGGGTCTGCTGCAGGCCTCGGTCAT 

CACCCTCTACACCATGTTTGTCACCTGGTCAGCCCTATCCAGTATCCCTGAACaGAAATGCy^ 

ACCCCCS^TTTGCCaACCCAGCTGGGCaACGAGACAGTTGTGGCAGGCCCCGAGGGCT 

ACCCaiGTGGTGGGATGCCCaSAGGATTGTGGGCCTaiTCATCTTCCTCCTGT^^ 

CATCAGTCTGCGCTCCTCAGACCACCGGCAGGTGAACAGCCTGATGCAGACCGAGGAGTGCC 

CACCTATGCTAGACGCO^Cy^Ca^GCAGCAGCAGCAGCAGGTGGCAGCCTGTGAGGGCCGGGCC 

TTTGACa^CGAGCAGGACGGCGTCACCTACAGCTACTCCTTCTTCCACTTCTGCCTGGTG 

GGCCTCACTGCACGTCATGATGACGCTCa^CCaVACTGGTAC^ 

TGATCAGCACGTGGACCGCCGTGTGGGTGAAGATCTGTGCCAGCTGGGCAGGGCTGCTCCTC 

TACCTGTGGACCCTGGTAGCCCCACTCCTCCTGCGCAACCGCGACTTCAGCTGAGGCAGCCT 

Oia^GCCTGCCATCTGGTGCCTCCTGCCACCTGGTGCCTCTCGGCTCGGTGACAGCa^C^ 

GCCCCCTCCCOVO^Ca^TCAGCCAGGCTGAGCCCCCACCCCTGCCCCAGCTCCAGGACCTG 

CCCCTGAGCCGGGCCTTCTAGTCGTAGTGC(nTCAGGGTCCGAGGAG(a^TCAGGCTCCTGCa. 

GAGCCCa^TCCCCCCGCCy^CACCa^CACGGTGGAGCTGCCTCTTCCrTCCCCTCCTCCCTGT 

TGCCCATACTCAGCATCTCGGATGAAAGGGCTCCCTTGTCCTCAGGCTCCACGGGAGCGGGG 

CTGCTGGAGAGAGCGGGGAACTCCCa^Ca^CyVGTGGGGCaVTCCGGCACTGAAGCCCl^ 

CCTGGTCy^CGTCCCCCAGGGGACCCTGCCCCCTTCCTGGACTTCGTGCCTTACTGAGTCTCT 

AAGACTTTTTCTAATAAACAAGCCAGTGCGTGTAAAAAAAA 



FIGURE 9 



MGACLGACSLLSCASCLCGSAPCILCSCCPASRNSTVSRLIFTFFLFLGVLVSIIMLSPGVE 

SQLYKLPWCEEGAGIPl^QGHIDCGSLLGYRAVYRMCFATAAFFFFFFTLLMLCVSSSRD 

PRAAIQNGFWFFKFLILVGLTVGAFYIPDGSFTNIWFYFGWGSFLFILIQLVLLIDFAHSW 

NQRWLGKAEECDSRAWYAGLFFFTLLFYLLSIAAVALMFMYYTEPSGCHEGKVFISI^ 

VCVSIAAVLPKVQDAQPNSGLLQASVITLYTMFVTWSALSSIPEQKCNPHLPTQLGNETVVA 

GPEGYETQWWDAPSIVGLIIFLLCTLFISLRSSDHRQVNSLMQTEECPPMLDATQQQQQQVA 

ACEGRAFDNEQDGWYSYSFFHFCLVLASLHVMMTLTNWYKPGETRKM 

WAGLLLYLWTLVAPLLLRJSTRDFS 

Signal sequence: 

amino acids 1-20 

Treuismembrane doiEnains: 

amino acids 40-58, 101-116, 134-150, 162-178, 206-223, 240-257, 
272-283, 324-340, 391-406, 428-444 



FIGURE 10 



GAGCGAGGCCGGGGACTGAAGGTGTGGGTGTCGAGCCCTCTGGCAGAGGGTTAACCTGGGTC 
AAATGCACGGATTCTCACCTCGTACAGTTACGCTCTCCCGCGGCACGTCCGCGAGGACTTGA 
AGTCCTGAGCGCTCAAGTTTGTCCGTAGGTCGAGAGAAGGCCATGGAGGTGCCGCCACCGGC 
ACCGCGGAGCTTTCTCTGTAGAGCAtTGTGCCTATTTCCCCGAGTCTTTGCTGCCGAAGCTG 
TGACTGCCGATTCGGAAGTCCTTGAGGAGCGTCAGAAGCGGCTTCCCTACGTCCCAGAGCCC 
TATTACCCGGAATCTGGATGGGACCGCCTCCGGGAGCTGTTTGGCAAAGATGAACAGCAGAG 
AATTTCAAAGGACCTTGCTAATATCTGTAAGACGGCAGCTACAGCAGGCATCATTGGCTGGG 
TGTATGGGGGAATACaiGCTTTTATTCATGCTAAACT^CAATACATTGAGCAGAGCCAGGCA 
GAAATTTATCATAACCGGTTTGATGCTGTGCAATCTGCACATCGTGCTGCCACACGAGGCTT 
CATTCGTTATGGCTGGCG 

TGAACACTAGTCTGAATGTATACCGAAATAAAGATGCCTTAAGCCATTTTGTAATTGCAGGA 

GCTGTCACGGGAAGTCTTTTTAGGATAAACGTAGGCCTGCGTGGCCTGGTGGCTGGTGGCAT 

O AATTGGAGCCTTGCTGGGCACTCCTGTAGGAGGCCTGCTGATGGCATTTCAGAAGTACGCTG 

Q GTGAGACTGTTCAGGAAAGAAAACAGAAGGATCGAAAGGCACTCCATGAGCTAAAACTGGAA 

Q GAGTGGAAAGGCAGACTACa^GTTACTGAGCACCTCCCTGAGAAAATTGAT^GTAGTTTACG 
m • ■ " 

GGAAGATGAACCTGAGAATGATGCTAAGAAAATTGAAGCACTGCTAAACCTTCCTAGAAACC 

^ CTTCAGTAATAGATAAAO^GACAAGGACTGAAAGTGCTCTGAACTTC 

Q GCTGAAGGGAGCTGCCATGTCCGATGAATGCCT^CAGACAGGCCACTCTTTGGTC^ 

TGACAAATTTAAGTGCTGGTACCTGTGGTGGCAGTGGCTTGCTCTTGTCTTTTTCTTTTCTT 
p TTTAACTAAGAATGGGGCTGTTGTACTCTCACTTTACTTATCCTTAAATTTAAATACATAC 

TATGTTTGTATTAATCTATO^TATATGCATACATGGATATATCCACCCACCTAGATTTTAA 

GGAGTAAATAAAACATTTCGCAAAAGATTAAAGTTGAATTTTAC^ 



FIGURE 11 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA23318 
xsubunit 1 of 1/ 285 aa, 1 stop 
xMW: 32190, pi: 9.03, NX(S/T) : 2 

MEVPPPAPRSFLCRALCLFPRVFAAEAVTADSEVLEERQKRLPYVPEPYYPESGWDRLRELF 

GKDEQQRISKDLANICKTAATAGIIGWVYGGIPAFIHAKQQYIEQSQAEIYH^ 

RAATRGFIRYGWRWGWRTAVFVTIFNTVNTSLNVYRNKDALSHFVIAGAVTGSLFRINVGLR 

GLVAGGIIGALLGTPVGGLLMAFQKYAGEWQERKQKDRKALHELKLEEWKGRLQVTEHLPE 

KIESSLREDEPENDAKKIEALLNLPRNPSVIDKQDKD 

Important Features z__^ 

Signal Peptide: 
amino acids 1-24 

Transmembrane domains; 

amino acids 76-96 and 171-195 

N-glycosylatibn site: 

amino acids 153-156 



FIGURE 12 



CGGAAGTCCCTTGAGGAGCGTCAGAAGCGGCTTCCCTACGTCCCAGAGCCCTATTACCCGGA 

ATCTGGATGGGACCGCTCCGGGAGCTGTTTGGCAAAGATGAACAGCAGAGAATTTCAAAGGA 

CCTT6CTAATATCTGTAAGACGGCAGCTACAGCAGGCATCATTGGCTGGGTGTATGGGGGAA 

TACCAGCTTTTATTCATGCTAAACAACAATACATTGAGCAGAGCCAGGCy^GAAATTTATC^^ 

AACCGGTTOGATGCTGTGCAATCTGCACATCGTGCTGCCACACGAGGCTTC^^ 

GCTGGCX3CCGAACC 



FIGURE 13 



TCAAGTTTGTCCGTAGGTCGAGAGAAGGCCATGGAGGTGCCGCCACCGGCACCGCGGAGCTT 

TTTTCTGTAGAGCa^TTGTGCCTATTTCCCCGAGTTTTTGCTGCCGAAGCTGTGACTGCCGAT 

TCGGAAGTCCTTGAGGAGCGTCAGAAGCGGCTTCCCTACGTCCCAGAGCCCTATTACCCGGA 

ATTTGGATGGGACCGCCTCCGGGAGCTGTTTGGCAAAGATGAACAGCAGAGAATTTCAAAGG 

ACCTTGCTGATATNTGTAAGACGGCAGCTACAGCAGGCy^TCATTGGCTGGGTGTATGGGGGA 

ATACCAGCTTTTATTCATGNTAAAOUlCAATACATTGAGa^GAGCCAGGCAGAAATTTA 
TAACC 



FIGURE 14 



GAGCCGCCGCCGCGCGCGCGCCGCGCACTGCAGCCCCAGGCCCCGGCCCCCCACCCACGTCT 
GCGTTGCTGCCCCGCCTGGGCCAGGCCCCAAAGGCAAGGACAAAGCAGCTGTCAGGG^ 
CCGCCGGAGTCGAATTTACGTGCAGCTGCCGGCAACCACAGGTTCCAAGATGGTTTGCGGGG 
GCTTCGCGTGTTCCAAGAACTGCCTGTGCGCCCTCAACCTGCTTTACACCTTGGTTAGTCTG 
CTGCTAATTGGAATTGCTGCGTGGGGCATTGGCTTCGGGCTGATTTCCAGTCTCCGAGTGGT 
CGGCGTGGTCATTGCAGTGGGCATCTTCTTGTTCCTGATTGCTTTAGTGGGTCTGATTGGAG 
CTGTAAAACATCATCAGGTGTTGCTATTTTTTTATATGATTATTCTGTTACTTGTATTTATT 
GTTCAGTTTTCTGTATCTTGCGCTTGTTTAGCCCTGAACCAGGAGCAACAGGGTCAGCTTCT 
GGAGGTTGGTTGGAACAATACGGCAAGTGCTCGAAATGACATCCAGAGAAATCTAAACTC 
_ GTGGGTTCCQAAGTGTT 

TCGTGCTCGCCATGTGCTCCAATCATAGGAGAATATGCTGGAGAGGTTTTGAGATTTGTTGG 

TGGOlTTGGCCTGTTCTTCAGTTTTACAGAGATCCTGGGTGTTTGGCrGACCTAGA^^ 

GGAACCAGAAAGACCCCCGCGCGAATCCTAGTGCATTCCTTTGATGAGAAAACAAGGAAGAT 

TTCCTTTCGTATTATGATCTTGTTCACTTTCTGTAATTTTCTGTTAAGCTCCATTTGCCAGT 

TTAAGGAAGGAAACACTATCtGGAAAAGTACCTTATTGATAGTGGAATTATATATTTTTACT 

CTATGTTTCTCTACATGTTTTTTTCTTTCCGTTGCTGAAAAATATTTGAAACTTGTGGTCTC 

TGAAGCTCGGTGGCACCTGGAATTTACTGTATTCATTGTCGGGCACTGTCCACTGTGGCCTT 

TCTTAGCATTTTTACCTGCAGAAAAACTTTGTATGGTACCACTGTGTTGGTTATATGGTGA^ 

TCTGAACGTACATCTCACTGGTATAATTATATGTAGCACTGTGCTGTGTAGATAGTTCCTAC 

TGGAAAAAGAGTGGAAATTTATTAAAATCAGAAAGTATGAGATCCTGTTATGTTAAGGGAAA 

TAAAAATGATAATTTACTTGTAGTCTTTTATGATTACACCAATGTATTCTAGAAATAGTTA^ 

GTCTTAGGAAATT6TGGTTTAATTTTTGACTTTTACAGGTAAGTGCAAAGGAGAAGTGGTTT 

CATGAAATGTTCTAATGTATAATAACTVTTTACCTTCAGCCTCCATO^GAATGGAACGAGT^ 

TGAGTAATCAGGAAGTATATCTATATGATCTTGATATTGTTTTATAATAATTTGAAGTCTAA 

AAGACTGCATTTTTAAACAAGTTAGTATTAATGCGTTGGCCCACGTAGCAAAAAGATATTTC 

ATTATCTTAAAAATTGTTAAATACCGTTTTCATGAAATTTCTCAGTATTGTAACAGCA^ 

GTCAAACCTAAGCATATTTGAATATGATCTCCCATAATTTGAAATTGAAATCGTATTGTGTG 

GCTCTGTATATTCTGTTAAAAAATTAAAGGACAGAAACCTTTCTTTGTGTATGGATGTT^ 

ATTAAAAGAAAGTAATGGAAG 



FIGURE 15 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA39979 
xsubvinit 1 of 1/ 204 aa, 1 stop 
xMW: 22147, pi: 8.37, NX(S/T) : 3 

MVCGGFACSKNCLCAmLLYTLVSLLLIGIAAWGIGFGLISSLRWGWIAVGIFL^^ 

GLIGAVKHHQVLLFFYMIILLLWIVQFSVSCACLALNQEQQGQLLEVGWNNTASAR^ 

NLNCCGFRSWPNDTCLASCVKSDHSCSPCAPIIGEYAGEVLRFVGGIGLFFSFTEILG 
TYRYRNQKDPRANPSAFL 

Signal Peptide: 

amino acixis 1-34 

Transmembrane domains: 

amino acids 47-63, 72-95 and 162-182 



FIGURE 16 



TGATTGGAGCTGTAAAAAANTCTTCAGGTGTTGTNATTTTTTTATATGATTATTCTGTAANT 

TGTATTTATTGTTCAGTTTTNTGTATCTTGCGCTTGTTTAGCCOTGAACCAGGAGCAA^ 

GTCAGNTTNTGGAGGTTGGTTGGAACAATACGGCAAGTGCTCGAAATGAC^ 

NTAAACTGCTGTGGGTTCCGAAGTGTTAACCCAAATGACACCTGTNTGGCTAGCTGTGTTAA 

AAGTGACCACTNGtGCTCGCCATGTGCTCCAATCATAGGAGAATATGCTGGAGAGGTTTTGA 

GATTTGTTGGTGGCaiTTGGCCTGTTNTTCAGTTTTACAGAGATCCTGGGTGTTTGGCTG 

TACAGATACAGGAACCAG 



FIGURE 17 

AATCCCAAATTCCCCAATTTTTTTGGNCTTTTTAGGGAAAGATGTGTTGTGGTAAAAAGTGT 

TAGTATAAAAATGATAATTTACTTGTAGTCTTTTATGATTACACCAATGTATTCTAGAATAG 

TTATGTCTTAGGAAATTGTGGTTTAATTTTTGACTTTTACAGGTAAGTGCAAAGGAGAAGTG 

GTTTCATGAAATGTTCTAATGTATAATAACATTTACCTTCAGCCTCCCATC7VGAA 

AGTTTTGAGTAATCCAGGAAGTATATCTATATGATCTTGATATTGTTTTATATAATTTGAAG 

TCTAAAAGACTGCATTTTTAAACAAGTTAGTATTAATGCGTTGGCCCACGTAGCAAAAAGAT 

ATTTGATTATCTTAAAAATTGTTAAATACCGTTTTCATGAAAGTTCTCAGTATTGTAACAGC 

AACTTGTCAAACCTAAGCATATTTGAATATGATCTCCCATAATTTGAAATTGAAATCGTATT 

GTGTGGAGGAAATGGCAATCTTATGTGTGCTGAAGGACACAGTAAGAGC^^ 

CCACTTGC 



FIGURE 18 

ATGATTATTCTGTTACTTGTATTTATTGTTCAGTTTTATGGTATCTTGCGCTTGTTTAGCCC 

CTGAAACCAGGAGCAACAGGGmCAGCTTCCTGGAGGTTGGTTGGCAAC^ 

TGACTCCGCAAATGACATCCCAGAGAAATCCTAAACTGCTGTGGGTTCCGAAGTGTTAACCC 

AAATGACACCTGTCTGGCTNGCTGTGTTAAAAGTGACCACTCGTGCTCGCCATGTGCTCCAA 

TCATAGGAGAATATGC 



FIGURE 19 



CAGTCACCATGAAGCTGGGCTGTGTCCTCATGGCCTGGGCCCTCTACCTTTCCCTTGGTGTG 

CTCTGGGTGGCCCAGATGCTACTGGCTGCCAGTTTTGAGACGCTGCAGTGTGAGGGACCTGT 

CTGCACTGAGGAGAGCAGCTGCCACACGGAGGATGACTTGACTGATGCAAGGGAAGCTGGCT 

TCCAGGTCAAGGCCTACACTTTCAGTGAACCCTTCCACCTGATTGTGTCCTATGACTGGCTG 

ATCCTCCAAGGTCCAGCCAAGCCAGTTTTTGAAGGGGACCTGCTGGTTCTGCGCTGCCAGGC 

CTGGCAAGACTGGCCACTGACTCAGGTGACCTTCTACCGAGATGGCTCAGCTCTGGGTCCCC 

CCGGGCCTAACAGGGAATTCTCCATCACCGTGGTACAAAAGGCAGACAGCGGGCACTACCAC 

TGCAGTGGCATCTTCCAGAGCCCTGGTCCTGGGATCCCAGAAACAGCATCTGTTGTGGCTAT 

CACAGTCCAAGAACTGTTTCCAGCGCCAATTCTCAGAGCTGTACCCTCAGCTGAACCCCAAG 

CAGGAAGCCCCATGACCCTGAGTTGTCAGACAAAGTTGCCCCTGCAGAGGTCAGCTGCCCGC 

CTCCTCTTCTCCTTCTACAAGGATGGAAGGATAGTGCAAAGCAGGGGGCTCTCCTCAGAATT 

CCAGATCCCCACT^GCTTCAGAAGATCTVCTCCGGGTCATACTGGTGTGAGGCAGCC^ 

ACAACCAAGTtTGGAAACAGAGCCCCCAGCTAGAGATCAGAGTGCAGGGTGCTTCCAGCTCT 

GCTGCACCTCCCACATTGAATCCAGCTCCTCAGAAATCAGCTGCTCCAGGAACTGCTCCTGA 

-ggaggcccetgggcctctggctgeggggceaacgggatcttctgaggatg(^ggct-tt^ 

ctcctctggggatgccagatcctcatctgtatcaccagatgggccttcttctcaaacacatg 

caggatgtgagagtcctcctcggtcacctgctcatggagttgagggaattatctggcgacca 

gaagcctgggaccacaaaggctactgctgaatagaagtaaacagttcatccatgatctcact 

taaccaccccaataaatctgattctttattttctcttcctgtcctgcacatatgcataagt^ 

gttttacaagttgtcccagtgttttgttagaataatgtagttaggtgagtgtaaataaattt 

atataaagtgagaattagagtttagctataattgtgtattctctcttaagacaacagaattc 

tgctgtctagatcaggaatttctatctgttatatcgaccagaatgttgtgatttaaAgagaa 

ctaatggaagtggattgaatacagcagtctcaactggggggaattttgccccccagaggaca 

TTGGGCAATGTTTGGAGACATTTTGGTCATTATACTTGGGGGGTTGGGGGATGGTGGGATGT 
GTGTCTACTGGCATCCAGTAAATAGAAGCCAGGGGTGCCGCTAAACATCCTATAATGCACAG 
GGCAGTACCCCACAACGAAAAATAATCTGGCCCAAAATGTCAGTTGTACTGAGTTTGAGAAA 
CCCCAGCCTAATGAAACCCTAGGTGTTGGGCTCTGGAATGGGACTTTGTCCCTTCTAATTAT 
TATCTCTTTCCAGCCTCATTCAGCTATTCTTACTGACATACCAGTCTTTAGCTGGTGCTATG 
GTCTGTTCTTTAGTTCTAGTTTGTATCCCCTCAAAAGCCATTATGTTGAAATCCTAATCCCC 
AAGGTGATGGCATTAAGAAGTGGGCCTTTGGGAAGTGATTAGATCAGGAGTGCAGAGCCCTC 
ATGATTAGGATTAGTGCCCTTATTTAAAAAGGCCCCAGAGAGCTAACTCACCCTTCCACCAT 
ATGAGGACGTGGCAAGAAGATGACATGTATGAGAACCAAAAAACAGCTGTCGCCAAACACCG 
ACTCTGTCGTTGCCTTGATCTTGAACTTCCAGCCTCCAGAACTATGAGAAATAAAATTCTGG 
TTGTTTGTAGCCTAA 



FIGURE 20 



> < /us r / seqdb2 / s s t /DNA/Dnaseqs . min/ s s . DNA4 0594 

it- 

5 xsiibunit 1 of 1, 359 aa, 1 stop 
xMW: 38899, pi: 5.21, NX(S/T): 0 

MKLGCVLMAWALYLSLGVLWVAQMLLAASFETLQCEGPVCTEESSCHTEDDLTDAREAGFQV 
KAYTFSEPFHLIVSYDWLILQGPAKPVFEGDLLVLRCQAWQDWPLTQVTFYRDGSALGPPGP 
NREFSITWQKADSGHYHCSGIFQSPGPGIPETASWAITVQELFPAPILRAVPSAEPQAGS 
PMTLSCQTKLPLQRSAARLLFSFYKDGRIVQSRGLSSEFQIPTASEDHSGSYWCEAATEDNQ 
VWKQSPQLEIRVQGASSSAAPPTLNPAPQKSAAPGTAPEEAPGPLPPPPTPSSEDPGFSSPL 
GMPDPHLYHQMGLLLKEMQDVRVLLGHLLMELRELSiSHQKPGTTK^^ 

Signal sequence: 

1^ amino acids 1-17 

o ■ ' ■ , 

Leucine zipper pattern sequence: 

O amino acids 12-33 



Protein kinase C phosphorylation site: 
amino acids 353-355 



FIGURE 21 

CCCACGC6TCCGCCCACGCGTCCGCCCACGGGTCCGCCCACGCGTCCGGGCCACCAGAAGTT 

TGAGCCTCTTTGGTAGCAGGAGGCTGGj^GaUAGGACAGAAGTAGCTCTGGCTGTGATGGGG 

ATCTTACTGGGCCTGCTACTCCTGGGGCACCTAACAGTGGACACTTATGGCCGTCCCATCCT 

GGAAGTGCCAGAGAGTGTAACAGGACCTTGGAAAGGGGATGTGAATCTTCCCTGCACCTATG 

ACCCCCTGCAAGGCTACACCCAAGTCTTGGTGAAGTGGCTGGTACAACGTGGCTCAGACCCT 

GTCACCATCTTTCTACGTGACTCTTCTGGAGACCATATCCAGCAGGCAAAGTACCAGGGCCG 

CCTGCATGTGAGCCACAAGGTTCCAGGAGATGTATCCCTCCAATTGAGCACCCTGGAGATGG 

ATGACCGGAGCCACTACACGTGTGAAGTCACCTGGCAGACTCCTGATGGCAACCAAGTCGTG 

AGAGATAAGATTACTGAGCTCCGTGTCCAGAAACTCTCTGTCTCCAAGCCCACAGTGACAAC 

TGGCy^GCGGTTATGGCITCy^CGGTGCCCCAGGGAATGAGGATTAGCCTTCAATGCCAGGCTC 

GGGGTTCTCCTCCCATCaGTTATATTTGGTATAAGCAACAGACTAATAACCAGGAACCCATC 

AAAGTAGCAACCCTAAGTACCTTACTCTTCAAGCCTGCGGTGATAGCCGACTCAGGCTCCTA 

TTTCTGa^CTGCCa^GGGCCAGGTTGGCTCTGAGCAGCAO^GCGACATTGTGAAGTTTGTGG 

TCAAAGACTCCTCAAAGCTACTCAAGACOJ^GACTGAGGCT^CCTACAACCATGACATACCCC 

-T-TGAAAGGy^OVTGTACa^GTGAAGGa^GTCCTGGGACTGGACCAeTGAey^TGGATGGCTACCT- 

TGGAGAGACCAGTGCTGGGCCAGGAAAGAGCCTGCCTGTCTTTGCCATCATCCTCATCATCT 

CCTTGTGCTGTATGGTGGTTTTTACCATGGCCTATATCATGCTCTGTCGGAAGACATCCCAA 

CAAGAGCATGTCTACGAAGCAGCCAGGTAAGAAAGTCTCTCCTCTTCCATTTTTGACCCCGT 

CCCTGCCCrca^TTTTGATTACTGGCAGGAT^TGTGGAGGAAGGGGGGTGTGGCACAGACCC 

AATCCTAAGGCCGGAGGCCTTCAGGGTCAGGACATAGCTGCCTTCCCTCTCTCAGGCACCTT 

CTGAGGTTGTTTTGGCCCTCTGAACACAAAGGATAATTTAGATCCATCTGCCTTCTGCTTCC 

AGAATCCCTGGGTGGTAGGATCCTGATAATTAATTGGCAAGAATTGAGGCAGAAGGGTGGGA 

AACCAGGACCACAGCCCCAAGTCCCTTCTTATGGGTGGTGGGCTCTTGGiSCCATAGGGCACA 

TGCCAGAGAGGCCAACGACTCTGGAGAAACCATGAGGGTGGCCATCTTCGCAAGTGGCT6CT 

CCa^GTGATGAGCO^CTTCCCa^GAATCTGGGCAACAACTACTCTGATGAGCCCKK^ 

CAGGAGTACCAGATCATCGCCCAGATCAATGGCAACTACGCCCGCCTGCTGGACACAGTTCC 

TCTGGATTATGAGTTTCTGGCCACTGAGGGCAAAAGTGTGTGTTAAAAATGCCCCATTAGGC 

CAGGATCTGCTGACy^TAATTGCCTAGTCAGTCCTTGCCTTCTGCATGGCCTTCTTCCCTGCT 

ACCTCTCTTCCTGGATAGCCCAAAGTGTCCGCCTACCAACACTGGAGCCGCTGGGAGTCACT 

GGCTTTGCCCTGGAATTTGCCAGATGCATCTCAAGTAAGCCAGCTGCTGGATTTGGCTCTGG 

GCCCTTCTAGTATCTCTGCCGGGGGCTTCTGGTACTCCTCTCTAAATACCAGAGGGAAGATG 

CCCATAGCACTAGGACTTGGTCATCATGCCTACAGACACTATTCAACTTTGGCATCTTGCCA 

CCAGAAGACCCGAGGGAGGCTCAGCTCTGCCAGCTCAGAGGACCAGCTATATCCAGGATCAT 

TTCTCTTTCTTCAGGGCCAGACAGCTTTTAATTGAAATTGTTATTTCACAGGCCAGGGTTCA 

GTTCTGCTCCTCCACTATAAGTCTAATGTTCTGACTCTCTCCTGGTGCTCAATAAATATCTA 
ATCATAACAGC 



FIGURE 22 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA45416 
xsubiinit 1 of 1, 321 aa, 1 stop 
xMW: 35544, pi: 8.51, NX(S/T) : 0 

MGILLGLLLLGHLTVDTYGRPILEVPESVTGPWKGDVNLPCTYDPLQGYTQVLVKWLVQRGS 

DPVTIFLRDSSGDHIQQAKYQGRLHVSHKVPGDVSLQLSTLEMDDRSHYTCEVTWQTPDGNQ 

VVRDKITELRVQKLSVSKPTVTTGSGYGFWPQGMRISLQCQARGSPPISYIWYKQQT^ 

PIKVATLSTLLPKPAVIADSGSYFCTAKGQVGSEQHSDIVKFVVKDSSKLLKTK^ 

YPLKATSTVKQSWDWTTDimGYLGETSAGPGKSLPVFAIILIISLCCMWFTMAYIMLC^ 
SQQEHVYEAAR 

Signal Sequence: 

amino acids 1-19 

Glycosaminoglycan attachment site: 

amino acids 149-152 

Transmembrane domain: 

amino acids 282-300 



FIGURE 23 

GCGCCGGGAGCCCATCTGCCCCCAGGGGCACGGGGCGCGGGGCCGGCTCCCGCCCGGCACAT 

GGCTGCAGCCACCTCGCGCGCACCCCGAGGCGCCGCGCCCAGCTCGCCCGAGGTCCGTCGGA 

GGCGCCCGGCCGCCCCGGAGCCAAGCAGCAACTGAGCGGGGAAGCGCCCGCGTCCGGGGATC 

GGGATGTCCCTCCTCCTTCTCCTCTTGCTAGTTTCCTACTATGTTGGAACCTTGGGGACTCA 

CACTGAGATCAAGAGAGTGGCAGAGGAAAAGGTCyvCTTTGCCCTGCCACCATCAACTGGa 

TTCCAGAAAAAGACACTCTGGATATTGAATGGCTGCTCACCGATAATGAAGGGAACCAAAAA 

GTGGTGATCACTTACTCCAGTCGTCATGTCTACAATAACTTGACTGAGGAACAGAAGGGCCG 

AGTGGCCTTTGCTTCCAATTTCCTGGCAGGAGATGCCTCCTTGCAGATTGAACCTCTGAAGC 

CCAGTGATGAGGGCCGGTACACCTGTAAGGTTAAGAATTCAGGGCGCTACGTGTGGAGCCAT 

GTOITCTTAAAAGTCTTAGTGAGACCATCCAAGCCCAAGTGTGAGTTGGAAGGAGAGCTGAC 

AGAAGGAAGTGACCTGACTTTGCAGTGTGAGTCATCCTCTGGCACAGAGCCCATTGTGTATT 

ACTGGCAGCGAATCCGAGAGAAAGAGGGAGAGGATGAACGTCTGCCTCCCAAATCTAGGATT 

GACTACa^CCy^CCCTGGACGAGTTCTGCTGa^GAATCTTACCa^TGTCCTACrCTG^ 

CCAGTGCACAGCAGGCAACGAAGCTGGGAAGGAAAGCTGTGTGGTGCGAGTAACTGTACAGT 

ATGTAp^GCATCGGCS^TGGTTGCAG^ 

ATTTTCCTCTTGGTGTGGCTGCTAATCCGAAGGAAAGACAAAGAAAGATATGAGQAAGAAGA 

GAGACCTAATGAAATTCGAGAAGATGCTGAAGCTCCAAAAGCCCGTCTTGTGAAACCCAGCT 

CCTCTTCCTCAGGCTCTCGGAGCTCACGCTCTGGTTCTTCCTCCAeTCGCTCCACAGCAAAT 

AGTGCCTCa^OKa^GCCa^GCGGACa^CTGTCAACTGACGCy^GaiCCCCAGCa^GG^ 

CCAGGCATACAGCCTAGTGGGGCCAGAGGTGAGAGGTTCTGAACCAAAGAAAGTCGACCATG 

CTAATCTGACCAAAGCAGAAACO^CT^CCCAGCATGATCCCCAGCCAGAGCAGAGCCTTCCAA 

ACGGTCTSAATTACAATGGACTTGACTCCCACGCTTTCCTAGGAGTCAGGGTCTTTGGACTC 

TTCTCGTCATTGGAGCTCAAGTCACCAGCCACACAACCAGATGAGAGGTCATCTAAGTAGCA 

GTGAGCATTGCACGGAACAGATTCAGATGAGCATTTTCCTTATACAATACCAAACAAGCAAA 

AGGATGTAAGCTGATTCy^TCTGTAAAAAGGCATCTTATTGTGCCTTTAGACOlGAGTAAGTO 

AAAGCAGGAGTCCAAATCTATTTGTTGACCAGGACCTGTGGTGAGAAGGTTGGGGAAAGGTG 

AGGTGAATATACCTAAAACTTTTAATGTGGGATATTTTGTATCAGTGCTTTGATTCACAATT 

TTCAAGAGGAAATGGGATGCTGTTTGTAAATTTTCTATGCATTTCreCAAACTTATTTO 

ATTAGTTATTCAGACAGTCAAGCAGAACCCACAGCCTTATTACACCTGTCTACACCATGTAC 

TGAGCTAACCyiCTTCTAAGAAACTCCAAAAAAGGAAACATGTGTCTTCTATTCTGACTTAAC 

TTCATTTGTCATAAGGTTTGGATATTAATTTCAAGGGGAGTTGAAATAGTGGGAGATGGAGA 

AGAGTGAATGAGTTTCTCCCACTCTATACTAATCTCACTATTTGTATTGAGCCCAAAATAAC 

TATCAAAGGAGACAAAAATTTGTGACAAAGGATTGTGAAGAGCTTTCCATCTTCATGATGTT 

ATGAGGATTGTTGACAAACATTAGAAATATATAATGGAGCAATTGTGGATTTCCCCTCAAAT 

CAGATGCCTCTAAGGACTTTCCTGCTAGATATTTCTGGAAGGAGAAAATACAACATGTCATT 

TATCAACGTCCTTAGAAAGAATTCTTCTAGAGAAAAAGGGATCTAGGAATGCTGAAAGATTA 

CCOIACTITACCATTATAGTCTCTTCTTTCTGAGAAAATGTGAAACCAGAATTGCAAGACTGG 

GTGGACTAGAAAGGGAGATTAGATCAGTTTTCTCTTAATATGTCAAGGAAGGTAGCCGGGCA 

TGGTGCCAGGCACCTGTAGGAAAATCCAGCAGGTGGAGGTTGCAGTGAGCCGAGATTATGCC 

ATTGCACTCCAGCCTGGGTGACAGAGCX3GGACTCCGTCTC 



FIGURE 24 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA45419 
xsiibunit 1 of 1, 373 aa, 1 stop 
xMW: 41281, pi: 8.33, NX(S/T) : 3 

MSLLLLLLLVSYWGTLGTHTEIKRVAEEKVTLPCHHQLGLPEKDTLDIEWLLTDNEGNQKV 
VITYSSRHVYNNLTEEQKGRVAFASNFLAGDASLQIEPLKPSDEGRYTCKVKNSGRYVWSHV 
ILKVLVRPSKPKCELEGELTEGSDLTLQCESSSGTEPIVYYWQRIREKEGEDERLPPKSRID 
YNHPGRVLLQNLTMSYSGLYQCTAGNEAGKESCVyRVTVQWQSIGMVAGAVTGIVAGALLI 
FLLVWLLIRRKDKERYEEEERPNEIREDAEAPKARLVKPSSSSSGSRSSRSGSSSTRSTANS 
ASRSQRTLSTDAAPQPGIATQAYSLVGPEVRGSEPKKVHHANLTKAETTPSMIPSQSRAFQTV 

Signal sequence: 

amino acids 1-16 



Transmembrane domain: 

amino acids 232^251 



FIGURE 25 



GTCGXTCCTTTGCTCTCTCGaXrCCAGTCCTCCrCCC^^ 
GACGCGGGCTGCAGTOXrGGCGGCTTCTCCCCGCCTGGGCGGCCT^ 

AGCCTCCCTTGCCGCCTCCCTCCTCTGCCCGGCCGCAGCAGTGCACATGGGGTGTTGGAGGTAG^ 

GCCCGGGAGGCGGCGGTGGATGCGGCGCTGGGCAGAAGCAGCCGCCGATTCCAGCTGCCCCGCGCGCCCCGC^ 

CCCCTGCGAGTCCCCGGTTCAGCCATGGGGACCrCTCCGAGCAGC^ 

GCCCGCCGAGCCACAGCCACGATGATCGCGGGCTCCCTTCTCCTGCTTGGATTCCTTAGC^^ 

CCAGAACAGAAGGCCTCGAATCTGATTGGOVCATACXrGCCATGTTGACCGTGC 

GACAAGTGTCCAGCAGGAACCTATGTCTCTGAGCATTGTACCAACAC^ 

GTGGGGACCTTTACCAGGCATGAGAATGGCATAGAGAAATGCCATGACTGTAGTC^ 

ATTGAGAAATTACCTTGTGCTGCCTTGACTGACCGAGAATGaV 

ACCTOTGCCCCCCATACGGTGTGTCCTGTGGGTTGGGGTGTGCGGAAGAAAGGGAC^ 

TGTAAGO^GTGTGCTCGGGGTACCITCTCAGATGTGCCTTCTAGTGTGATGAAATGa^ 

CTGAGTCAGAACCTGGTGGTGATCAAGCCGGGGACCAAGGAGACAGACAACGTCTGTGG^ 

TCCAGCTCaVCCrCACCTTCCCCTGGa^CAGCCATCrTTCC^^ 

tcctccacttatgttccca^ggcatgaactcaacagaatccaactcttctgcctctgt^ 
agtagcyvtccaggaagggacagtccctgacaacacaagctcagcaagggc^^ 
ccaaaccttcaggtagtcaaccaccaga\aggcccccacca 
— gcgactgggggcgagaagtcgagcacgcceata^gggcecgaagaggggagatect^ - 
cattttgacatc^atgagcatttgccctggatgattgtgc^^ 
tgcagtatccggaaaagctcgaggacrctgaaaaaggggccccggcaggatccca 
gggctcaagaaatccatgacrccs^cccagaacasgg^ 

atcctgaagotctagcagcccsvagtgggaagccagtggaaagatatctatcagttt^^ 
agggaggttgctgctttcrccaatgggtacacagccgaccacgagc^ 
atccggggccccgaggccagcctcxscgcagctaattagcgccctgcgccagcaccggagaaacga^ 
aagattcgtgggctgatggaagacaccacccagctggaaactgacaaactagctctcccgatgagccccag^ 
cn^agcccgagccccatccccagccccaacgcgaaacttgagaattccgctctcctgacggtggac^ 
caggacaagaacaagggcttcttcgtggatgagtcggagccccttctccgctgtgactctac^ 
tccgcgctgagcaggaacggttcctttattaccaaagaaaagaaggacacagtgttgcggc^ 
ccctgtgacttgcagcctatctttgatgacatgctccactttctaaatcct 
attccccaggctgaggaca^ctagaccggcntvttcgaaatt^^ 
ctcctggactctgtttatagccatcotcctgacctgct 
atttagtggcagggtggttttttaattttcttctgttt^^ 
gtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttaacagagaatatggccagtgcttg^ 
tctctctcttttttttttaaataactcttctgggaagttggt^ 
atacccaccactaaagttttttaagttcavtattttctccattt^ 
tgcactttaaatttacttaacttaccataaatgcagtgtgac^^ 
ttcttaaaagtataatggcatcttgtgaatcctataagcagtctttatgtctcttaacattca 
. aaaaacaaatattattactatttttattattgtttgtcctttataaattttcttaaagattaagaa;^ 
ccccattgagttactgtaatgcaattcaactttgagttatcttttaaatatgtcntgtatagt^ 
ctgaaacttgaccacactattgctgattgtatggttttcacctggaavccgtc 
tcttcttatgctaatatgcrctgggctggagaaatgaaatcctcaagc^^ 
gac^ctgggccaccaaagaacitgaactta^ 
ggaaagtcaaaatcaagtgccagtggcgccctttccatagagaattt^ 
ttttttatataoicataatcaataggtccaatctgctctcaaggcc^ 
actttaattaaaaatggctgcaactgtaagaacccttgtctgatatatttgc^ 
taccttctaatgctcagttgccaggttccaatgcaaaggtggcgtggactccc^^ 

gtagtggtgaaggaccgatatcagaaaaatgccttcaagtgtactaatttattaataaa 
aaaaaaaaa. 



FIGURE 26 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA52594 
xsubiinit 1 of 1, 655 aa, 1 stop 
xMW: 71845, pi: 8.22, NX(S/T) : 8 

MGTSPSSSTALASCSRIARRATATMIAGSLLLLGFLSTTTAQPEQKASNLIGTYRH^ 
QVLTCDKCPAGTYVSEHCTNTSLRVCSSCPVGTFTRHEMGIE 

ALTDRECTCPPGMFQSNATCAPHTVCPVGWGVRKKGTETEDWCKQCaJlGTFSDVPSSVMKC 

KAYTDCLSQNLWIKPGTKETDNVCGTLPSFSSSTSPSPGTAIFPRPEHMETHEVPSSTYVP 

KG]^STESNSSASWPK\njSSIQEGWPDNTSSARGKEDWKTLPNLQVW 

KLLPSMEATGGEKSSTPIKGPKKGHPRQNLHKHFDINEHLPWMIVLFLLLVLWIWCS^ 

SSRTLKKGPRQDPSAIVEKAGLKKSMTPTQNREkwiYYOTGHGIDILKLVAAQ^^ 

QFLCWASEREVAAFSNGYTADHERAYAALQH^ 

LMEDTTQLETDKLALPMSPSPLSPSPIPSPNAKLENSALLTVEPSPQDKNKGF^^ 
ROTSTSSGSSALSRNGSFITKEKKDTVLRQWLDPCpLQPIFDDMLHFLNPEEL^ 
AEDKLDRLFEI IGVKSQEASQTLLDSVYSHLPDLL 

Signal sequence: 
amino acids 1-41 



Transmeinbrane domain: 

amino acids 350-370 



FIGURE 27 

ATGGGAAGCCAGTAACACTGTGGCCTACTATCTCTTCCGTGGTGCCATCTACATTTTTGGGA 
CTCGGGAATTATGAGGTAGAGGTGGAGGCGGAGCCGGATGTCAGAGGTCCTGAAATAGTCAC 
CMGGGGGAAAATGATCCGCCTGCTGTTGAAGCCCCCTTCTCATTCCGATCGCTTTTTGGCC 
TTGATGATTTGAAAATAAGTCCTGTTGCACCAGATGCAGATGCTGTTGCTGCACAGATCCTG 
TCACTGCTGCCATTGAAGTTTTTTCCAATCATCGTCATTGGGATCATTGCATTG 
ACTGGCCATTGGTCTGGGCATCCACTTCGACTGCTCAGGGAAGTACAGATGTCGCTCATCCT 
TTAAGTGTATCGAGCTGATAGCTCGATGTGACGGAGTCTCGGATTGCAAAGACGGGGAGGAC 
GAGTACCGCTGTGTCCGGGTGGGTGGTCAGAATGCCGTGCTCCAGGTGTTCACAGCTGCTTC 
GTGGAAGACCATGTGCTCCGATGACTGGAAGGGTCACTACGCAAATGTTGCCTGTGCCCAAC 
TGGGTTTCCCAAGCTATGTGAGTTCAGATAACCTCAGAGTGAGCTCGCTGGAGGGGCAGTTC 
CGGGAGGAGTTTGTGTCCATCGATCACCTCTTGCCAGATGACAAGGTGACTGCATTACACCA 
CTCAGTATATGTGAGGGAGGGATGTGCCTCTGGCCACGTGGTTACCTTGCAGtGCACAGCCT 
GTGGTCATAGAAGGGGCTACAGCTCACGCATCGTGGGTGGAAACATGTCCTTGCTCTCGCAG 
TGGCCCTGGCAGGCCAGCCTTCAGTTCCAGGGCTACCACCTGTGCGGGGGCTCTGTCATCAC 
- - GCCCGTGTGGATCATGACTGGTGCACAGTGTGTTTATGACTTGTACGTCeeCAAGTCATGGA 
CCATCCAGGTGGGTCTA6TTTCCCTGTTGGACAATCCAGCCCCATCCCACTTGGTGGAGAAG 
M ATTGTCTACCACAGCAAGTACAAGCCAAAGAGGCTGGGCAATGACATCGCCCTTATGAAGCT 
Q GGCCGGGCCACTCACGTTCAATGAAATGATCCAGCCTGTGTGCCTGCCCAACTCTGAAGAGA 
□ ACTTCCCCGATGGAAAAGTGTGCTGGACGTCAGGATGGGGGGCCACAGAGGATGGAGGTGAC 
M GCCTCCCCTGTCCTGAACCACGCGGCCGTCCCTTTGATTTCCAACAAGATCTGCAACCACAG 
'-4 GGACGTGTACGGTGGCATCATCTCCCCCTCCATGCTCTGCGCGGGCTACCTGACGGGTGGCG 
y TGGACAGCTGCCAGGGGGACAGCGGGGGGCCCCTGGTGTGTCAAGAGAGGAGGCTGTGGAAG 
W TTAGTGGGAGCGACCAGCTTTGGCATCGGCTGCGCAGAGGTGAACAAGCCTGGGGTGTACAC 
-t- CCGTGTCACCTCCTTCCTGGACTGGATCCACGAGCAGATGGAGAGAGACCTAAAAACCTGAA 
=^ GAGGAAGGGGACAAGTAGCCACCTGAGTTCCTGAGGTGATGAAGACAGCCCGATCCTCCCCT 
GGACTCCCGTGTAGGAACCTGCACACGAGCAGACACCCTTGGAGCTCTGAGTTCCGGCACCA 
y GTAGCAGGCCCGAAAGAGGCACCCTTCCATCTGATTCCAGCACAACCTTCAAGCTGCTTTTT 
IV GTTTTTTGTTTTTTTGAGGTGGAGTCTCGCTCTGTTGCCCAGGCTGGAGTGCAGTGGCQAAA 
;^ TCCCTGCTCACTGCAGCCTCCGCTTCCCTGGTTCAAGCGATTCTCTTGCCTCAGCTTCCCCA 
U GTAGCTGGGACCACAGGTGGCCGCCACCACACCCAACTAATTTTTGTATTTTTAGTAGAGAC 
AGGGTTTCACCATGTTGGCCAGGCTGCTCTCAAACCCCTGACCTCAAATGATGTGCCTGCTT 
CAGCCTCCCACAGTGCTGGGATTACAGGCATGGGCCACCACGCCTAGCCTCACGCTCCTTTC 
TGATCTTCACTAAGAACAAAAGAAGCAGCAACTTGCAAGGGCGGCCTTTCCCACTGGTCCAT 
CTGGTTTTCTCTCCAGGGTCTTGCAAAATTCCTGACGAGATAAGCAGTTATGTGACCTCACG 
TGCAAAGCCACCAACAGCCACTCAGA7VAAGACGCACCAGCCCAGAAGTGCAGAACTGCAGTC 
ACTGCACGTTTTCATCTCTAGGGACCAGAACCAAACCCACCCTTTCTACTTCCAAGACTTAT 
TTTCACATGTGGGGAGGTTAATCTAGGAATGACTCGTTTAAGGCCTATTTTCATGATTTCTT 
TGTAGCATTTGGTGCTTGACGTATTATTGTCCTTTGATTCCAAATAATATGTTTCCTTCCCT 
CATTGTCTGGCGTGTCTGCGTGGACTGGTGACGTiSAATCAAAATCATCCACTGAAA 



FIGURE 28 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss •DNA45234 
xsubiinit 1 of 1/ 453 aa, 1 stop 
xMW: 49334, pi: 6.32, NX(S/T) : 1 

MGENDPPAVEAPFSFRSLFGLDDLKISPVAPDADAVAAQILSLLPLKFFPIIVIGIIALILA 

LAIGLGIHFDCSGKYRCRSSFKCIELIARCDGVSDCKDGEDEYRCVRVGGQNAVLQVFTAAS 

WKTMCSDDWKGHYAlIVACAQLGFPSYVSSDNLRVSSLEGQFREEFVSIDHLLPDbK^ALra 

SVYWEGCASGHVVTLQCTACGHRRGYSSRIVGGNMSLLSQWPWQASLQFQGYHLCGGSVIT 

PLWIITAAHCVYDLYLPKSOTIQVGLVSLLDNPAPSHLVEKIVYHSKYKPK^ 

AGPLTFNEMIQPVCLPNSEENFPDGKVCWTSGWGATEDGGDASPVLNHAAVPLISNKia^ 

DVYGGIISPSMLCAGYLTG^^ 

RVTSFLDWIHEQMERDLKT 

Signal Peptide: 

amino acids 1-20 , . 



Transmendbreuie domain: 
amino acids 240-284 



FIGURE 29 



ccgacgcgtccxstcctagtccccgggca^ctosgacagtttgctc^ 

gccagaacx^gcgcgcgcgcgcgcacgcacgcacacacacggggggaaacttt^ 

gcrcagcggcggcgcgggcgctgcgosagggctcasgagctgactcgccgag^ 

cgcccggccccggctcggcgcccgcgtgggatggtgcagcgctcgccgccgggcccgagagctg^^ 

gccggcgac(^tggcagcgcgcccgctgcccgtgtcccccgcccgcgccctcctgctcgccctg^ 

gctcgcgccctgcgaggcccgagckkstgagcttatggaaccaaggaagagctgatgaagttg^ 

tcggagtggggacctctggatcco^gtgaagagcttcmctccy^agaat 

acaaosggaaagcaaagaacnxsatcataaatct 

ccactatctgcaagacxsgtactgatgtcrcccra^ 

ao^gggatattcrsattcagcagtcagtctca 

aagctatgtcttagaacct^tgaaaagtgcaaccaaavgatacaaactcttccc^ 
ccggggatcatgtggat(::acatcacaag?^caccaaacctc^ 

atgggcaagaaggcataaaagagagaccctcaaggcaactaagtatgtggagctggtgatcgtgc^ 

AGAGTTTCAGAGGCAAGGAAAAGATCTGGAAAAAGTTAAGCAGCGATTA^ 

GTTTTACAGACCACTGAACATTCGGATCGTGTTGGTAGGCGTGGAAGTGTGGAATGAa^TGGACA^ 
AAGTCAGGACCCATTCT^CCAGCCTCCATGAATTTCTGGACTGGAGGAA 
TGACT^TGCGCS^TTGTCaiGTGGGGTTtATTTC 
-CAGGGGAGACGAGTGTGGGGGAATTGTCS^TGGAeCATTCAGAC^ 
TGAGCTGGGCCACAATTTOSGGATGAATCATGACACACTGGACAG 
AGGAGGCTGCATCATGAACGCTTCCACCGGGTACCCATTTCCCATGGTGTTCAG^ 

ggagaccagcctggagaaaggaatgggggtctgcctgtttaacctgccggaagtcagggagtct^ 

gaagtgtgggaacagatttgtggaagaaggagaggagtgtgactgtggggagccagaggaatgtatgaat 

ctgcaatgccaccacctgtaccctgaagccxsgacgctgtgtgcgcacatgggctgtgctg 

gaagcctgcaggaacagcgtgcagggactccagcaactcctgtgacctcccagagttctgcacaggggcc^ 

tcactgcccagccaatgtgtacctgcacgatgggcactcatgtcaggatgtggacggctactgctacaatggc^ 

CTGCCAGACTCACGAGCAGCAGTGTGTCACGCTCTGGGGACCAGGTGCTAAACCTGCCCCTGGGATCTGCTT^ 

GAGAGTCAATTCTGCAGGTGATCCTTATGGCAACTGTGGCAAAGTCTCGAAGAGTTCCTTTGCCAAATGC 

GAGAGATGCTAAATGTGGAAAAATCCAGTGTCAAGGAGGTGCCAGCCGGCCAGTaVTT^ 

CATAGAAACAAACATCCCTCTGO^GCAAGGAGGCCGGATTCTGTGCCGGGGGACC^ 

CATGCCGGACCCAGGGCTTGTGCTTGCAGGCAaVAAGTGTGCA^ 

AAATATTAGTGTCTTTGGGGTTCAOGAGTGTGCAATGO^GTGCCACG^ 

CTGCCACTGCGAGGCCCACTGGGCACCTCCCTTCTGTGACAAGTTTGGC^^ 

CATCCGGCAAGCAGAAGCAAGGCAGGAAGCTGCAGAGTCCAACAGGGAGCGCGGCCAGGGCCAG<^ 

ATCGCAGGAGCATGCGTCTACTGCCTCACTGACACTCATCTCAGCCCTCCCATGAC^^ 

CTGCTGCAGAGGAGGTCACGCGTCCCCAAGGCCTCCTGTGACTGGCAGCATTGACTCTGTG^ 

TCCATGACAACAGACACAACACAGTTCTCGGGGCTCAGGAGGGGAAGTCCAGCCTACCAGGC^ 

CAGTGCAAGGAAGGGCAGCGACTTCCTGGTTGAGCTTCTGCTAAAACATGGACATGCTTCAGTGCT 

AGAGTAGCAGGTTACCACTCTGGCAGGCCCGAGCCCTGCAGCAAGGAGGAAGAGGACTCAAAAGTC^ 

ACTGAGCCTCCACAGa^GTGGGGGAGAAGCaAGGGTTGGGCCCAGTGTCCCCTt 

TGGCAGCCCTGATGACTGGtCTCtGGCTGCAACTTAAT^ 

AGCAGGGTTTTAGTTTlTAATTTATCa^GAGACC 

TGAAACAAACTCGAGAAGAAGGTAGGAGAAAGGGCGGTGAACTCTGGCTCTT^ 
AGTACTCAGGTTTGAGGGTTTGCAGAAAGCCAGGG^ 
TGTTAAAAAGTGAAAACAATGTAAGAGCCTAACTCCATCCCCCGTGGC^^ 
GAAAT • 



FIGURE 30 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA49624 
xsubxinit 1 of 1, 735 aa, 1 stop 
xMW: 80177, pi: 7.08, NX(S/T) : 5 

MAARPLPVSPARALLLALAGALLAPCEARGVSLWNQGRADEWSASVRSGDLWIPVKSFDSK 

NHPEVLNIRLQRESKELIINLERNEGLIASSFTETHYLQDGTDVSLARNYTGHCYYHGHVRG 

YSDSAVSLSTCSGLRGLIVFENESYVLEPMKSATNRYKLFPAKKLKSVRGSCGSHHNTPNLA 

AKNVFPPPSQTWARRHKRETLKATKYVELVIVADiniEFQRQGKDLEKVKQRLIEIANHVDKF 

YRPLNIRIVLVGVEVWNDMDKCSVSQDPFTSLHEFLDWRKMKLLPRKSHDNAQLVSGVYFQG 

TTIGMAPIMSMCTADQSGGIVMDHSDNPLGAAVTIJ^ELCamiFGMiraDTLDRGCSCQm 
GCCIMNB^TCYP 

CTCGEPEECMlRCCmtTCTLKPDAVCa^GLCCEDCQLKPAGTACRDSSNSCDLPEFCTGAS 
PHCPANVYLHDGHSCQDVDGYCnn^GICQTHEQQCVTLWGPGAKPAPGICFERVNSAGDPYCai 
CGKVSKSSFAKCEMRDAKCGKIQCQGGASRPVIGTNAVS lETNI PLQQGGRILCRGTHVYLG 
"^DDMPDPGLVLAGTKOUDGKICLNRQCQNISVPGVHEa^QaiGRGVail^^ 
FCDKFGFGGSTDSGPIRQAEARQEAAESNRERGQGQEPVGSQEHASTASLTLI 



Signal peptide: 

amino acids. 1-28 



FIGURE 31 



TCCCAAGGCTTCTTGGATGGCAGATGATTNTGGGGTTTTGCATTGTTTCCCTGACAACGAAA 

ACAAAACAGTTTTGGGGGTTCAGGAGGGGAANTCCAGCCTACCCAGGi^ 

GTGCAAGGAAGGGCAGGAOTTCCTGGTTGAGNTTTTTGOTAAAACATGGACATGN^ 

CTGCTCOTGAGAGAGTAGCAGGTTACCACTTTTGGCAGGCCCCAGCCCTGCAGCAAGGAGGA 

AGAGGACTO^AAAGTTTGGCCTTTCACTGAGCCTCCACAGCAGTGGGGGAGAAGCAAGGGTT 

GGGCCCy^GTGTCCCCTTTCCCCAGTGACACCTCAGCCTTGGCAGCCCTGATAACTGGTNTOT 

GGCTGCAANTTAATGCTNTGATATGGCTTTTAGCATTTATTATATGAAAATAGCAGGGTTTT 

AGTTTTTAATTTATCAGAGACCCTGCCACCCATTCCATNTCCATCa^ 



FIGURE 32 



CATCCTGCAACATGGTGAAACCACGCCTGGCTAATTTTGTTGTATTTTTGGTAGAGATGGGA 
TTTCACCGTGTTAGCCAGGATTGTCTCAATCTGACCTCATGATCTGCCCGCCTCGGCCTCCC 
AAAGT6CTGGGATTACAGGCGAGTGCAACCACACCCGGCCACAAACTTTTTAAGAAGTTAAT 
GAAACCy^TACCTTTTACATTTTTAATGACAGGAAAATGCTCJ^C^TAATTGTTAACCCAAAA 
TTCTGGATACAAAAGTACAATCTTTACTGTGTAAATACATGTATATGTACTATATGAAAATA 
TACa^TATCAATAATACTTATCTCTGGGTAAAAACCTCTTCTCATACCCTGTGCTAACAA 
CTTTTAACy^AJ^AAATTTGCATCACTTTTAAGAATCAAGAAAAATTTCTGAAGGTCATATGGG 
ACAGAAAAAAAAACCAAGGGAAAAATCACGCCACTTGGGAAAAAAAGATTCGAAATCTGCCT 
TTTTATAGATTTGTAATTAATAAGGTCCAGGCTTTCTAAGCAACTTAAATGTTTTGTTTCGA 
jyVCAAAGTACTTGTCT^ 

TTQAATATAAGACCCTACTTGCTATCTCCCCTGCACCAGCCAGGAGCCACCCATCCTCCAGC 
ACACTGAGCAGCAAGCTGGACACa^CGGCACACTGATCCAAATGGGTAAGGGGATGG 

TGCTCATTCTGGGTCTGCTACTTCTGGCGCTGCTCCTACCCGTGCAGGTTTCTTCATTTGTT 

CCTTTAACCAGTATGCCGGAAGCTACTGCy^GCCGAAACCACAJ^GCCCTCCAACy^GTGCC^ 

ACAGCCTACAGCCGGTCTCCTTGTGGTCTTGCTTGCCCTTCTACATCTCTACCATTAAGAGG 

CAGGTO^GAAACaVGCTAa^GTTCTCCaiACCCATACACTAAAACCGAATCC^^ 

AGAAGTTCaATGTGGCy^GGAAAAAAACCAGGTCraCATa^TCTACTAATTTC^ 

ATTAACU^GAGAAACGCOTGAGAGTCTO^CTGGACTGGTTTAAAGAGCATCTGAAGGAT^ 

GACTAGATGATAAATGCCTiSTACTCCCyiGTACTTTGGGAGGCCTAGGCCGGCGGATCACCTG 

AGGTCAGGA6TTTGAGACTAACCTGGCCAAAATGGTGAAACCCCATCTGTACTAAAAATACA 

AATATTGACTGGGCGTGGTGGTGA6TGCCTGTGATCCCAGCTACTCAGGTG6CTGAAGCAGG 

ACAATa^CTTCAACTCaiGGAGGaVGAGGTTGCa^GTGAGCTGAGATCGCGCTACTGa^CT 

GCCTAGCCTGGGCAACAGAGTGAGACTTCGTCTCAAAAAAAAAAAAGCCAAGTGCAGTGGCT 

CACGCCTGTAATCCCGGCACTTTGGGAGGCC6AGGTGGGCGGATCACGAGGTCAGGAGATCA 

A6ACCATCCTGGCTAATACAGTGAAACCCTGTCTCTACTAAAAATACAAAAAATTAGCCGGG 

GATGGTGGCAGGCACCTGGAGTCCCAGCTACTCGQGAGGCTGAGGCAGGAGAATAGCGTGAA 

CTCAGQAGGCGGAGCTTGCAGTGAGCCGAGATTGCXSCTACnXSCACrCCa^GCC^^ 

CGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 33 

></usr/seqc3b2/sst/DNA/Dnaseqs .min/ss.DNA48309 
xsubunit 1 of 1/ 67 aa, 1 stop 
xMW: 6981, pi: 7.47, NX(S/T): 0 

MGKGMVAMLILGLLLLALLLPVQVSSFVPLTSMPEATAAETTKPSNSALQPTAGLLVVLIJ^ 
LHLYH 



Signal peptide: 
amino acids 15-27 



FIGURE 34 



GCCGCGGCGAGAGCGCGCCCAGCCCCGCCGCGATGCCCGCGCGCCCAGGACGCCTCCTCCCGCT^ 

CGGCGGCCCTGACTGCGCTGCTGCTGCTGCTGCTGGGCCATGGCGGC^^ 

AGGCGGCGGCGGCGGCGGCGGACGGGCCCCCCGCGGCAGACGGCGAGGACGGACAGGACCC^ 

TGTACACGGCCGACATGTTCACGCACGGGATCa^GAGCGCCGCGCACTTCGTC^^ 

GACACTGCCAGCGGCTGCAGCCGACTTGGAATGACCTGGGAGAa^TAC^ 

ATGTGGCTAAAGTGGACTGCa^CGGCCCACTCa3ACGTGTGCTCaK^ 

AGCITTTCAAGCCAGGCCAAGAAGCTGTGAAGTACCA^ 

TGCAGAGACTGAAOSAGGAGCCAGTGACACCAGAGCCGGJ^ 

GGCTGTATGAGCTCTaVGa^GCAACTTTGAGCTGCACGTTGO^ 

CGTGGTGTGGTCACTGCAAAGCCCnX^GCTCCAA 

TCy^GATTGGCAAGGTTGATTGTACACAGCACTATGAACTCTGCTCCGGAAACCAGGTTCGT 
TTCTCTGGTTCCGAGATGGGAAAAAGGTGGATCy^GTACAAGGGAAAGOS^^ 
TGGAGTCGCT^GCTGCAGCGCACAGAGACTGGAGCGACGGAGACCGTCAC^ 
CTGAGCCCGAGGCTGACAAGGGCACTGTGTTGGaVCrCACTGAAAATAACT^^ 
TAACCTTCATCAAGTTTTATGCTCCATGGTGTGGTCATTGTAAGACTCTGGCTCC^ 
AAAAGGAATTCCCTGGTCTGGCGGGGGTGAAGATCGCaSAAGTAGACTGOlCTGCT 
AGTATTCGGTACGAGGCTACCCCACGTTATTGCITn 
-GAGACCTTGACTCXrTTACACCGCOTTGTCCT^ 
CTCTCCTGCCCAGCTCCCGCACCCTGCGTTTAGGAGTTCAGTCCCACA 

GTTCAGAAAGCAGAACATACTAAGCGTGAGGTATCTTCTTTGTGTGTGTGTTTTGCAAGCC^ 

ATTCTTTATTAAGTTAAGTTTCTCTAAGTAAATGTGTAACTCATGGTCACTGTGTAAACATTTTCAGTGGCGATA 

TATCCCCTTTGACCTTCTCTTGATGAAATTTACATGGTTTCCTTTGAGACTi^^ 

TTGCTGGACTATTTGTGGCTCCTGAGTTGAGTGATTTTGGTGAAAGAAAGCACATCCAAA 

CCACGAGTTCTGGAAAGGTGGCCTTGTGGCAGTATTGATOTTCCTCTGATCTTAAGGTCACAGTT^ 

TGTGTTGGTCCGTAGCATGGAGCAGATTGAAATGCAAAAACCCACACCTCTGGAAGATACCTTC^^ 

TGGAGCTTCTGTTGCTGTGAATACTTCTCTCAGTGTGAGAGGTTAGCCGTGATGfl^ 

GTGCCTGAGTAAGAGAATGCTGATGCCATAACTTTATGTGTCGATACTTGTa^ 

CCITCTGTTTCTCACGGGGTGAAACATGTCTTTAGTTCCTCA 

TGGATGTCTTCCHTAGAAAGGGTAGGCATGGAAAATTCaVCGAGGCT 

AAGATTCCAGTTGTATTTGTCACCTGGGGTGACAAGACCAGAaiC^^ 

TCTGCAGCCCTGCTGAAGGGCCCTAACTAGAGTTCTAGAGTTTCTGATTCTGTTTCT 

CTTGCTATACTTGGTCTGCTTCAAGGAGGTCGACCTTCTAATGTATGAAGAATGGGATGCATTTGATCTCA^ 

CAAAGACAGATGTCAGTGGGCTGCTCTGGCCCTGGTGTGCACGGCTGTGGCAGCTGTT<^^ 

ACTCATGCTGTCCTTGTGATTAAACACCTCTATCTCCCTTGGGAATAAGCACATACAGGCTT^ 

GATAGGTGTTTGTCCTTTTACCATCGAGCTACTTCCCATAATAACCACTTTGCATCCAACACTCOT 

CCCATACGCAAGGGGATGTGGATACTTGGCCCAAAGTAACTGGTGGTAGGAATCTTAGAAAC^ 

CTGTCTGTCTGAGGCAGAAGATAACAGCAGCATCTCGACCAGCCTCTGCCTTAAAGGAAATC^^ 

TATGGTTCACAGATAATTCriTrriTAAAAAAACCCAACCTCCT 

CACA ACTT OlGCrrTGCATCACGAGTCTO 

GATACTTTCTAAATAAACTCTTTTTTTTTAA 



FIGURE 35 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA46776 
xsubunit 1 of 1, 432 aa, 1 stop 
xMW: 47629, pi: 5.90, NX(S/T): 0 

MPARPGRLLPLLARPAALTALLLLLLGHGGGGRWGARAQEAAAAAADGPPAADGEDGQDPHS 
KHLYTADMFTHGIQSAAHFVMFFAPWCGHCQRLQPTT^^LGDKYN 

SDVCSAQGVRGYPTLKLFKPGQEAVKYQGPRDFQTLENWMLQTLNEEPVTPEPEVEPPSAPE 

LKQGLYELSASNFELHVAQGDHFIKFFAPWCGHCKALAPTWEQLALGLEHSETVKIGK^ 

QHYELCSGNQWGYPTLLWFRDGKKVDQYKGKRDLESLREYVESQLQRTETGATETVTPSE^ 

PVLAAEPEADKGTVLALTENNFDDTIAEGITFIKFYAPWCGHCKT^^ 

GVKIAEVDCTAERNICSKYSVRGYPTUiLFRGGI^ 



Signal seqpience: 
amino acids 1-32 



FIGURE 36 



CTTTTCTGAGGAACCACAGCA ATGA ATGGCTTTGCATCCTTGCTTCGAAGAAACCAATTTAT 

cctcctggtactatttcttttgcaaattcagagtctgggtctggatattgatagccgtccta 
ccgctgaagtctgtgccacacacacaatttcaccaggacccaaaggagatgatg^ 
ggagatccaggagaagagggaaagcatggcaaagtgggacgcatggggccga;^ 
aggagaactgggtgatatgggagatcagggcaatattggcaagactgggcccattgggaaga 

AGGGTGACAAAGGGGAAAAAGGTTTGCTTGGAATACCTGGAGAAAAAGGCAAAGCAGGT^ 

gtctgtgattgtggaagataccggaaatttgttggacaactggatattagtattgctcggct 

caagacatctatgaagtttgtcaagaatgtgatagcagggattagggaaactg;^ 

tctactacatcgtgcaggaagagaagaactacagggaatccctaacccactgcaggattcgg 

GGTGGAATGCTAGCCATGCCCAAGGATGAAGCTGCCAACAC^ 

CAAGAGTGGCTTCTTTCGGGTGTTCATTGGCGTGAATGACCTTGAAAGGGAGGGACAGTACA 
TGTCCACAGACAACACTCCACTGCAGAACTATAGCAACTGGAATGAGGGG^ 

ccctatggtcatgaggactgtgtggagatgctgagctctggcagatggaatgacacagagtg 
ccatcttaccatgtactttgtctgtgagttcatcaagaagaaaaagtaacttccctcatcct 

ACGTATTTGCTATTTTCCTGTGACCGTCATTACAGTTATTGTTATCCATCCTTTTTTTCCTG 

attgtactacatttgatctgagtcaacatagctagaaaatgctatvactgaggtatggagcct 
ccatcatcaaaaaaaaaaaaaaaa 



FIGURE 37 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA50980 
xsiibiinit 1 of 1/ 277 aa, 1 stop 
xMW: 30645, pi: 7.47, NX(S/T) : 2 

MNGFASLLRRNQFILLVLFLLQIQSLGLDIDSRPTAEVCATHTISPGPKGDDGEKGDPGEEG 
KHGKVGRMGPKGIKGELGDMGDQGNIGKTGPIGKKGDKGEKGLLGIPGEKGKAGTVCDCGRY 
RKFVGQLDISIARLKTSMKFVKNVIAGIRETEEKFYYIVQEEKNYR^ 

KDEAANTLIADYVAKSGFFRVFIGVlsroLEREGQYMSTDNTPLQNYSNWNEGEPSDPYGHED 
VEMLSSGRWNDTECHLTMYFVCEFIKKKK 

Signal peptide: 
amino acids 1-25 



FIGURE 38 

GGTTCTATCGATTCGAATTCGGCCACACTGGCCGGATCCTCTAGAGATCCCTCGACCTCGAC 
CCACGCGTCCGCTGCTCTCCGCCCGTGTGGAGTGGTGGGGGCCTGGGTGGGAATGGGCGTGT 
GCCAGCGCACGCGCGCTCCCTGGAAGGAGAAGTCTCAGCTAGAACGAGCGGCCCTAGGTTTT 
CGGAAGGGAGGATCAGGGATGTTTGCGAGCGGCTGGAACCAGACGGTGCCGATAGAGGAAGC 
GGGCTCCATGGCTGCCCTCCTGCTGCTGCCCCTGCTGCTGTTGCTACCGCTGCTGCTGCTGA 
AGCTACACCTCTGGCCGCAGTTGCGCTGGCTTCCGGCGGACTTGGCCTTTGCGGTGCGAGCT 
CTGTGCTGCAAAAGGGCTCTTCGAGCTCGCGCCCTGGCCGCGGCTGCCGCCGACCCGGAAGG 
TCCCGAGGGGGGCTGCAGCCTGGCCTGGCGCCTCGCGGAACTGGCCCAGCAGCGCGCCGGGC 
ACACCTTTCTCATTCACGGCTCGCGGCGCTTTAGCTACTCAGAGGCGGAGCGCGAGAGTAAC 
AGGGCTGCACGCGCCTTCCTACGTGCGCTAGGCTGGGACTGGGGACCCGACGGCGGCGACAG 
CGGCGAGGGGAGCGCTGGAGAAGGCGAGCGGGCAGCGCCGGGAGCCGGAGATGCAGCGGCCG 
GAAGCGGCGCGGAGTTTGCCGGAGGGGACGGTGCCGCCAGAGGTGGAGGAGCCGCCGCCCCT 
CTGTCACCTGGAGCAACTGTGGCGCTGCTCCTCCCCGCTGGCCCAGAGTTTCTGTGGCTCTG 
GTTCGGGCTGGCCAAGGCCGGCCTGCGCACTGCCTTTGTGCCCACCGCCCTGCGCCGGGGCC 
..CCCTGCTGCACTGCCTCCGCAGCTGCGGCGCGCGCGCGCTGGTGGTGGGGGGAGAGTTTG-TG 
GAGTCCCTGGAGCCGGACCTGCCG6CCCTGAGAGCCATGGGGCTCCACCTGTGGGCTGCAGG 
CCCAGGAACCCACCCTGCTGGAATTAGCGATTTGCTGGCTGAAGTGTCCGCTGAAGTGGATG 
GGCCAGTGCCAGGATAGCTCTCTTCCCCCCAGAGCATAACAGACACGTGCCTGTACATCTTC 
ACCTCTGGCACCACGGGCCTCCCCAAGGCTGCTCGGATCAGTCATCTGAAGATCCTGCAATG 
CCAGGGCTTCTATCAGCTGTGTGGTGTCCACCAGGAAGATGTGATCTACCTCGCCCTCCCAC 
TCTACCACATGTCCGGTTCCCTGCTGGGCATCGTGGGCTGCATGGGCATTGGGGCCACAGTG 
GTGCTGAAATCCAAGTTCTCGGCTGGTCAGTTCTGGGAAGATTGCCAGCAGCACAGGGTGAC 
GGTGTTCCAGTACATTGGGGAGCTGTGCCGATACCTTGTCAACCAGCCCCCGAGCAAGGCAG 
AACGTGGCCATAAGGTCCGGCTGGCAGTGGGCAGCGGGCTGCGCCCAGATACCTGGGAGCGT 
TTTGTGCGGC6CTTCGGGCCCCTGCAGGTGCTGGAGACATATGGACTGACAGAGGGCAACGT 
GGCCACCATCAACTACACAGGACAGCGGGGCGCTGTGGGGCGTGCTTCCTGGCTTTACAAGC 
ATATCTTCCCCTTCTCCTTGATTCGCTATGATGTCACCACAGGAGAGCCAATTCGGGACCCC 
CAGGGGCACTGTATGGCCACATCTCCAGGTGAGCCAGGGCTGCTGGTGGCCCCGGTAAGCCA 
GCAGTCCCCATTCCTGGGCTATGCTGGCGGGCCAGAGCTGGCCCAGGGGAAGTTGCTAAAGG 
ATGTCTTCCGGCCTGGGGATGTTTTCTTCAACACTGGGGACCTGCTGGTCTGCGATGACCAA 
GGTTTTCTCCGCTTCCATGATCGTACTGGAGACACCTTCAGGTGGAAGGGGGAGAAT6TGGC 
CACAACCGAGGTGGCAGAGGTCTTCGAGGCCCTAGATTTTCTTCAGGAGGTGAAGGTCTATG 
GAGTCACTGTGCCAGGGCATGAAGGCAGGGCTGGAATGGCAGCCCTAGTTCTGCGTCCCCCC 
CACGCTTTGGACCTTATGCAGCTCTACACCCACGTGTCTGAGAACTTGCCACCTTATGCCCG 
GCCCCGATTCCTCAGGCTCCAGGAGTCTTTGGCCACCACAGAGACCTTCAAACAGCAGAAAG 
TTCGGATGGCAAATGAGGGCTTCGACCCCAGCACCCTGTCTGACCCACTGTACGTTCTGGAC 
CAGGCTGTAGGTGCCTACCTGCCCCTCACAACTGCCCGGTACAGCGCCCTCCTGGCAGGAAA 
CCTTCGAATCTGAGAACTTCCACACCTGAGGCACCTGAGAGAGGAACTCTGTGGGGTGGGGG 
CCGTTGCAGGTGTACTGGGCTGTCAGGGATCTTTTCTATACCAGAACTGCGGTCACTATTTT 
GTAATAAATGTGGCTGGAGCTGATCCAGCTGTCTCTGACCTAAAAAAAAAAAAAAAAAAAAA 
AAAAAAAAAGGGCGGCCGCGACTCTAGAGTCGACCTGCAGTAGGGATAACAGGGTAATAAGC 
TTGGCCGCCATGGCCCAACTTGTTTATTGCAG 



FIGURE 39 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA50913 
xsubunit 1 of 1/ 730 aa, 1 stop 
xMW: 78644, pi: 7.65, NX(S/T) : 2 

MGVCQRTRAPWKEKSQLERAALGFRKGX3SGMFASGWNQTVPIEEAGSMAALLLLPLLLLLPL 

LLLIOiHLWPQLRWLPADLAFAVRALCCKRALRARALAAAAADPEGPEGGCS^ 

RAAHTFLIHGSRRFSYSEAERESNRAARAFLRALGWDWGPDGGDSGEGSAGEGERAAPGAGD 

AAAGSGAEFAGGDGAARGGGAAAPLSPGATVALLLPAGPEFLWLWFGLAKAGLRTAFVPTAL 

RRGPLLHCLRSCGARALVIJ^EFLESLEPDLPALRAMGLHLWAAGPGTHPAGISDLIiAEV 

EVDGPVPGYLSSPQSITDTCLYIFTSGTTGLPKAARISHLKILQCQGFYQLCGVHQEDVIYL 

SKAERGHKVRLAVGSGLRPDTWERFVRRFGPLQVLETYGLTEGNVATINYTGQRGAVGI^ 

LYKHIFPFSLIRYDVTTGEPIRDPQGHCMATSPGEPGLLVAPVSQQSPFLGYAGGPELAQGK 

LLKDVFRPGDVFFNTGPLLVCDDQGFLRFHDRTGDTFRWKGENVATTEVAEVFEALDFLQEV 

NVYGVTVPGHEGRAGMAALVLRPPHALDLMQLYTHVSENLPPYARPRFLRLQESr^ 

QQKVRMANEGFDPSTLSDPLYVLDQAVGAYLPLTTARYSALLAGNLRI 

Type II transmembrane domain: 

amino acids 45-65 

Other transmembrame domain: 

amino acids 379-398 

CAMP- and cGMP- dependent protein kinase phosphorylation site 

starting at. amino acid 136 

CUB domain protein motif 

amino acids 254-261 

putative AMP-bindlng domain slganture 

amino acids 332-343 

N-glycosylation sites 

amino acids 37-40 and 483-486 




FIGURE 40 

CCTGTGTTAAGCTGAGGTTTCCCCTAGATCTCGTATATCCCCAACACATACCTCCACGCACA 
CACATCCCCAAGAACCTCGAGCTCACACCAACAGACACACGCGCGCATACACACTCGCTCTC 
GCTTGTCCATCTCCCTCCCGGGGGAGCCGGCGCGCGCTCCCACCTTTGCCGCACACTCCGGC 
GAGCCGAGCCCGCAGCGCTCCAGGATTCTGCGGCTCGGAACTCGGATTGCAGCTCTGAAGCC 
CCATGGTGGTTTTTTAAACACTTCTTTTCCTTCTCTTCCTCGTTTTGATTGCACCGTTTCCA 
TCTGGGGGCTAGAGGAGCAAGGCAGCAGCCTTCCCAGCCAGCCCTTGTTGGCTTGCCATCGT 
CCATCTGGCTTATAAAAGTTTGCTGAGCGCAGTCCAGAGGGCTGCGCTGCTCGTCCCCTCGG 
CTGGCAGAAGGGGGTGACGCTGGGCAGCGGCGAGGAGCGCGCCGCTGCCTCTGGCGGGCTTT 
CGGCTTGAGGGGCAAGGTGAAGAGCGCACCGGCCGTGGGGTTTACCGAGCTGGATTTGTATG 
TTGCACCATGCCTTCTTGGATCGGGGCTGTGATTCTTCCCCTCTTGGGGCTGCTGCTCTCCC 
TCCCCGCCGGGGCGGATGTGAAGGCTCGGAGCTGCGGAGAGGTCCGCCAGGCGTACGGTGCC 
AAGGGATTCAGCCTGGCGGACATCCCCTACCAGGAGATCGCAGGGGAACACTTAAGAATCTG 
TCCTCAGGAATATACATGCTGCACCACAGAAATGGAAGACAAGTTAAGCCAACAAAGCAAAC 
TCGAATTTGAAAACCTTGTGGAAGAGACAAGCCATTTTGTGCGCACCACTTTTGTGTCCAGG 

-CATAAGAAATTTGACGAATTTTTCCGAGAGCTCCTGGAGAATGCAGAAAAGTGAGTAAATGA 

TATGTTTGTACGGACCTATGGCATGCTGTACATGCAGAATTCAGAAGTCTTCCAGGACCTCT 

TCACAGAGCTGAAAAGGTACTACACTGGGGGTAATGTGAATCTGGAGGAAATGCTCAATGAC 

TTTTGGGCTCGGCTCCTGGAACGGATGTTTCAGCTGATAAACCCTCAGTATCACTTCAGTGA 

AGACTACCTGGAATGTGTGAGCAAATACACTGACCAGCTCAAGCCATTTGGAGACGTGCCCC 

GGAAACTGAAGATTCAGGTTACCCGCGCCTTCATTGCTGCCAGGACCTTTGTCCAGGGGCTG 

ACTGTGGGCAGAGAAGTTGCAAACCGAGTTTCCAAGGTCAGCCCAACCCCAGGGTGTATCCG 

TGCCCTCATGAAGATGCTGTACTGCCCATACTGTCGGGGGCTTCCCACTGTGAGGCCCTGCA 

ACAACTACTGTCTCAACGTCATGAAGGGCTGCTTGGCAAATCAGGCTGACCTCGACACAGAG 

TGGAATCTGTTTATAGATGCAATGCTCTTGGTGGCAGAGCGACTGGAGGGGCCATTCAACAT 

TGAGTCGGTCATGGACCCGATAGATGTCAAGATTTCTGAAGCCATTATGAACATGC^ 

ACAGCATGCAGGTGTCTGCAAAGGTCTTTCAGGGATGTGGTCAGCCCAAACCTGCTCCAGCC 

CTCAGATCTGCCCGCTCAGCTCCTGAAAATTTTAATACACGTTTCAGGCCCTACAATCCTGA 

GGAAAGACCAACAACTGCTGCAGGCACAAGCTTGGACCGGCTGGTCACAGAC^^ 

AATTGAAGCTCTCTAAAAAGGTCTGGTCAGCATTACCCTACACTATCTGCAAGGACGAGAGC 

GTGACAGCGGGCACGTCCAACGAGGAGGAATGCTGGAACGGGCACAGCAAAGCCAGATACTT 

GCCTGAGATCATGAATGATGGGCTCACCAACCAGATCAACAATCCCGAGGTGGATGTGGACA 

TCACTCGGCCTGACACTTTCATCAGACAGCAGATTATGGCTCTCCGTGTGATGACCAACAAA 

CTAAAAAACGCCTACAATGGCAATGATGTCAATTTCCAGGACACAAGTGATGAATCC^ 

CTCAGGGAGTGGCAGTGGGTGCATGGATGACGTGTGTCCCACGGAGTTTGAGTTTGTCACCA 

CAGAGGCCCCCGCAGTGGATCCCGACCGGAGAGAGGTGGACTCTTCTGCAGCCCAGCGTGGC 

CACTCCCTGCTCTCCTGGTCTCTCACCTGCATTGTCCTGGCACTGCAGAGACTGTGCAGATA 

ATCTTGGGTTTTTGGTCAGATGAAACTGCATTTTAGCTATCTGAATGGCCAACTCACTTCTT 

TTCTTACACTCTTGGACAATGGACCATGCCACAAAAACTTACCGTTTTCTATGAGAAGAGAG 

CAGTAATGCAATCTGCCTCCCTTTTTGTTTTCCCAAAGAGTACCGGGTGCCAGACTGAACTG 

CTTCCTCTTTCCTTCAGCTATCTGTGGGGACCTTGTTTATTCTAQAGAGAATTCTTACTCAA 

ATTTTTCGTACCAGGAGATTTTCTTACCTTCATTTGCTTTTATGCTGCAGAAGTAAAGGAAT 

CTCACGTTGTGAGGGTTTTTTTTTTCTCATTTAAAAT 



FIGURE 41 



>< /usr / seqdb2 / s s t/ DNA/Dnaseqs • min/ss • DNA5 0 9 14 
xsubxmit 1 of 1/ 555 aa, 1 stop 
xMW: 62736, pi: 5.36, NX(S/T): 0 

MPSWIGAVILPLLGLLLSLPAGADVKARSCGEVRQAYGAKGFSLADIPYQEIAGEHLRICPQ 

EYTCCTTEMEDKLSQQSKLEFENLVEETSHFWTTFVSRHKKFDEFFRELLENAEKSLNDM^ 

WTYGMLYMQNSEVFQDLFTELKRYYTGGNVNLEEMLNDFWARLLERMFQLINPQYHF 

LECVSKYTDQLKPFGDVPRKLKIQVTW^FIAARTFVQGLTVGREVANRVS^^ 

MKMLYCPYCRGLPTVRPOWJYCIjmiKGCLANQADl^TEW^ 

VMDPIDVKI SEAIMNMQENSMQVS AKVFQGCGQPKPAPALRSARSAPENFNTRFRPYNPEER 
PTTJ^GTSLDRLVTOII^KLi^^^ 

IMNDGLTNQimPEVDVDITRPDTFIRQQIMALRVimiKLKNAYNG^ 
SGSGCIMDDVCPTEFEFVTTEAPAVDPDRREVDSSAAQRGHSLLSWSLTCIVLALQRLCR 



Signal peptide: 

amino acids 1-23 



FIGURE 42A 



CXSGAOXIGTGGGaSGACGaSTGGGCAAAAGAACT 

CAGTTTGCAGOKrcnxsasca^ 

TAGGGACCCGGCTTTGGCCTTCAGGCTCCCTAGCAGCm^ 

GGAGGGAGATCAGGAAACGGCTTCTTCCTCACTTCGCCGCCTGGTGAGTGTCGGGGAGATTGO 
AAAGGACTGGGGAAAATAGCCCTGGGAAAGTGGAGAAGGTGATCAGGAGGCCGGTCC^^ 

TCCCXXrCGCCCTCCGTACCAGCACTCCCAGGA^^ 

AAAGTTCCTGTCCACTGTGATTCTa^TTCCTT^^ 

ACTTTTTTCTTTTTTTTTTTCCTTGGTGGAAGCTGCTCTAGGGAGGG^^ 

TGGAGAAGAGCGAGCCCTCCTTGTTCTTCCGGAGTCCCATCCy^TTAAGCCATCA 

CGGACATGGTGACAGCTGAGAGGAGAGGAGGATTTCTTGCCAGGTGGAGAGTC^ 

TgTGqSCCyGq^GCGGCGCG^ 

GGGGCTGTGCXSGGGCaVTCCGCCTCaSCCTTCTCC^ 
CGCTGGCAGGATTCTGGATCCTCTGCCTCCTCACIT 

AAGAAGGGGCCTTACTAGCTCAAGCTGGAGAGAAACrAGAGCCCAGCAa^CT 

TTTTCATCCTAGCGGATGATCAGGGATTTAGAGATGTGGGTTACCACGGATCT 

ACAAGCTCGCTGCCGAAGGAGTTAAACTGGAGAACTACTATGTCCAGCCTATTT^ 

TTATTACTGGAAAGTATCaiGATACAaiCCGGACnTaAC^ 

CTCTGGACS^TGCCACCCrACCTCAGAAACT 

TGGGTTTTAACAGAAAAGAATGCATCCCCACa^GAAGAG^ 

GGGATTACTATACACACTAC^^TGTGACAGTCCTGGGATGTGTGGC^^ i 

CCTGGGACTATGACAATGGCATATACTCCACAaVGATGTACACT 

ACCCCACAAAGCCTATATTTTTATATACTGCCTATCAAGCTGTTCATTCACC^^ 

TOaAACACTACCGATCCTVTTATa^CATAAACAG^ 

TCAAO^CGTGACATTGiSCTCTAAAGAeTTATGGm 

GTGGCCAGCCTACGGCAGGAGGGAGTAACTGGCCTCTCAGAGGTAGCAAAGGAAC^^ . 

GGGCTGTAGGCTTTGTGCATAGCGCACTTCTGAAAAACAAGGGAACAGTGTGTA^ 

ACTOGTACCCCACTCTCATTTCACTGGCTGAAGGACAGATTGATGAGGAC^ 

GGGAGACC31TAAGTGAGGGTCITCGCTCA<X:CCGAGTAGATATT^^ 

AAAAAATGGCTCCTGGGOVGCAGGCTATGGGATCTGGAACACTGC^ 

GAAATTGCTTACAGGAAATCCTGGCTACAGCGACTGGGTCCCCCCTCAGTCTTTC^ 

GTGGCACAATGAACGGATCACCTTGTCAACTGGCAAAAGTGTATGGCTTTTC^ 

GAGGGTGGACCTATCTAACAGGTATCCAGGAATCGTGAAGAAGCTCCTACGGAGGCTCTCA^^ 

TGCAGTGCOSGTCAGGTATCCCCCCAAAGACCCCAGAAGTAACCCTAGGCTCAATG^ 

GTATAAAGAGGAAACO^GAAAAAGAAGCO^GCAAAAATCAGGCTGAGAAAAAGC^^ 

GAAGAAGAAACAGCAGAAAGCAGTCTCAGGTAAACCAGCa^m 

QQCTTGTTTTCATGCTGTGCCACTCCAGAGACTTCTGCCACCTGGCCGC 

CCAAGGTGCTACTCTTGCAAGCCACACTTAGAGAGAGTGGAGATGTTTATTO 

GTGAGTCCTGAGTTCCACTGCTGTGCTTCAGTCAACTGACCAAACACTGCm 

ACCTACCATCCGCAAGCAtGCTAAlTTGATGGAAGTTACAGGGTAG^^ 



FIGURE 42B 



AGTO^GATTGTGTOlCCTa^GGCCrTGa^ 

CACTTGGGTTTTTTAATTl^TTCTATTTTATATATAT^^ 

CAOVTGTGAACAGCTTGCACCTCATTTTACCATGOT 

ACAATGAATGTAACTATTTTCTAAACACTTTACTAGAAGAAC^^ 

GAAAAATATTTTGTTGTTTTTATAAAAAGTTATGCAAATGACnTTTATTTTTAT^ 

ATTTTATTTCATTTCTTCAAATTATCAAGaVCrGTAATACTATA^ 

TAAAAAAaVTCaiTTa^GAAAACTTTATAATOSTCy^TTGTTC^ 

ATTACOTGGAAATTCAATGTITGTGCAGAGTTGAGAC^ 

AATTATTAAAATGATTTAOTTTATGGCACTAGAAAATTTACTO 

GTATCATTGGTCCTAAAAAATAAAAATCnTTACTAATAGGCAATT 

TATAATATGATTTTACAGATAGATGCrrCCCCTTGGCrATGACATGGAGAAA^ 

TATTOATACTAGGCT 

GGACACTGTGGGGAGATACAGAGAAATGGAAGATAOSGATCC^^ 
ACATGCAAAOGTCATGAGGAGAATTAAAGGAGTATTATCAGTAA 

GATTGGTGTGGATCCTGTAGACCCTGGTGTTTTCTTTGAAGTGCCCTCTCCTAATGCAGAGGCCT^ 

AGTATACACTTGAAAAGTCACAGATAGCTAGAATTATGATCTTTGAAG 

GGTGGTATGACAGCATACaVTTAAATACATTTACATCACAGCTC^^ 

AACTCAAAOSACTGTGATATAATCCATTTATATCAC^ 

CTAGTACTGAAATTACTAAATTGGGTAAGATGATTTAAAT^ 

GGCTCCATTTTATTTTATAGTGTAAAGTTGTATTT 

TCTTAAAAATAAAGGCATATTGTTCATGTTTAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA^^ 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA48296 
xsiibunit 1 of 1, 515 aa, 1 stop 
xMW: 56885, pi: 6.49, NX{S/t) : 5 

MAPRGCAGHPPPPSPQACVCPGKMLAMGALAGFWILCLLTYGYLSWGQALEEEEEGALLAQ 

GEKLEPSTTSTSQPHLIFILADDQGFRDVGYHGSEIKTPTLDKLAAEGVKLEN^^ 

SRSQFITGKYQIHTGLQHS I IRPTQPNCLPLDNATLPQKLKEVGYSTHMVGKWHLGFNRKEC 

MPTRRGFDTFFGSLLGSGDYYTHYKCDSPGMCGYDLYENDNAAWDYDNGIYSTQMYTQRVQQ 

ILASHNPTKPIFLYTAYQAVHSPLQAPGRYFEHYRSIININRRRYAAMLSCLDEAINl^ 

LKTYGFYNNS 1 1 1 YSSDNGGQPTAGGSNWPLRGSKGTYWEGGIRAVGFVHSPLLKNKGTVCK 

ELVHITDWYPTLISLAEGQIDEDIQLDGYDIWETISEGLRSPRVDILHNIDPYTPRQKMAPG 

QQAMGSGTLQSSQPSECSTGNCIiQEILATATGSPLSLSAT^ 

TSQPTHMRGWTYLTGIQES 

la^ortant Features: 
Signal Peptide: 

amino acids 1-37 

Sulfiatases signature 1. 

amino acids 120-132 

Sulfatases signature 2. 

amino acids 168-177 

Tyrosine kinase phosphorylation site. 

amino acids 163-169 

N-glycosylation sites . 

amino acids 157-160, 306-309 and 318-321 



FIGURE 44 



CGGACGCGTGGGTGCGAGTGGAGCGGAGGACCCGAGCGGCTGAGGAGAGAGGAGGCGGCGGC 
TTAGCTGCTACGGGGTCCGGCCGGCGCCCTCCCGAGGGGGGCTCAGGAGGAGGAAGGAGGAC 
CCGTGCGAGAATGCCTCTGCCCTGGAGCCTTGCGCTCCCGCTGCTGCTCTCCTGGGTGGCAG 
GTGGTTTCGGGAACGCGGCCAGTGCAAGGCATCACGGGTTGTTAGCATCGGCACGTC^ 
GGGGTCTGTO^CTATGGAACTAAACTGGCCTGCTGCTACGGCTGGAGAAGAAACAGOVAG 
AGTCTGTGAAGCTACATGCGAACCTGGATGTAAGTTTGGTGAGTGCGTGGGACCAAACAAAT 
GCAGATGCTTTCCAGGATACACCGGGAAAACCTGCAGTCAAGATGTGAATGAGTGTGGAA 
AAACCCCGGCCATGCOy^CACAGATGTGTGAATACACACGGAAGCTAC^ 
CAGTGGCCACATGCTCATGCCAGATGCTACGTGTGTGAACTCTAGGACATGTGCCATGATAA 
ACTGTCAGTACAGCTGTGAAGACACAGAAGAAGGGCCACAGTGCCTGTGTCCATCCTCAGGA 
CTCCGCCTGGCCCCAAATGGAAGAGACTGTCTAGATATTGATGAATGTGCCTCTGGTi^ 
CATCTGTCCCTACT^TCGAAGATGTGTGAACACATTTGGAAGCTACTACTGCAAATGTCACA 
TTGGTTTCGAACTGCAATATATCAGTGGACGATATGACTGTATAGATATAAATGAATGTACT 
ATGGATAGCCATACGTGCyVGCCACa^TGGO^TTGCTTC^ 
-TAAATGGAAGGAGGGATATAAAGGGT^TGGACTTCGGTGTTCTGGTATeceTGAA^ 
TGAAGGAAGTCCTCAGAGCACCTGGTACCATCAAAGACAGAATCAAGAAGTTGCTTGCTCAC 
AAAAACAGCATGAAAAAGAAGGCAAAAATTAAAAATGTTACCCCAGAACCCACCAGGACTCC 
TACCCCTAAGGTGAACTTGCAGCCCTTCAACTATGAAGAGATAGTTTCCAGAGGCGGGAACT 
CTCATGGAGGTAAAAAAGGGAATGAAGAGAAATGAAAGAGGGGCTTGAGGATGAGAAAAGAG 
AAGAGAAAGCCCTGAAGAATGACATAGAGGAGCGAAGCCTGCGAGGAGATGTGTTTTTCCCT 
AAGGTGAATGAAGCAGGTGAATTCGGCCTGATTCTGGTCCAAAGGAAAGCGCTAACTTCCAA 
ACTGGAACATAAAGATTTAAATATCTCGGTTGACTGCAGCTTCAATCATGGGATCTGTGACT 
GGAAACAGGATAGAGAAGATGATTTTGACTGGAATCCTGCTGATCGAGATAATGCTATTGGC 
TTCTATATGGCAGTTCCGGCCTTGGCAGGTCACAAGAAAGACATTGGCCGATTGAAACTTCT 
CCTACCTGACCTGCAACCCCAAAGCAACTTCTGTTTGCTCTTTGATTACCGGCTGGCCGGAG 
ACAAAGTCGGGAAACTTCGAGTGTTTGTGAAAAACAGTAACAATGCCCTGGCATGGGAGAAG 
ACCACGAGTGAGGATGAAAAGTGGAAGACAGGGAAAATTCAGTTGTATCAAGGAACTGATGC 
TACCAAAAGCATCATTTTTGAAGCAGAACGTGGCAAGGGCAAAACCGGCGAAATC^ 
ATGGCGTCTTGCTTGTTTCAGGCTTATGTCCAGATAGCCTTTTATCTGTGGATGACTGAATG 
TTACTATCTTTATATTTGACTTTGTATGTCAGTTCCCTGGTTTTTTTGATATTGCATCATAG 
GACCTCTGGCATTTTAGAATTACTAGCTGAAAAATTGTAATGTACCAACAGAAATATTATTG 
TAAGATGCCTTTCTTGTATAAGATATGCCAATATTTGCTTTAAATATCATATCACTGTATCT 
TCTCAGTCATTTCTGAATCTTTCCNCATTATATTATAAAATNTGGAAANGTCAGTTTATCTC 
CCCTCCTCNGTATATCTGATTTGTATANGTANGTTGATGNGCTTCTCTCTACAACATTTCTA 
GAAAATAGAAAAAAAAGCACAGAGAAATGTTTAACTGTTTGACTCTTATGATACTTCTTGGA 
AACTATGACATCAAAGATAGACTTTTGCCTAAGTGGCTTAGCTGGGTCTTTCATAGCCAAAC 
TTGTATATTTAATTCTTTGTAATAATAA 



FIGURE 45 



MPLPWSIiALPLLLSWAGGFGNAASAilHHGLIiASARQPGVCHYGT 

ATCEPGCKFGECVGPNKCRCFPGYTGKTCSQDVNECGMKPRPCQHRCWraGSY^^ 

MLMPDATCVNSRTO^INCQYSCEDTEEGPQCLCPSSGLRLAPNGRDCLDIDEC^^ 

YNRRCVOTFGSYYCKCHIGFELQYISGRYDCIDINECTMDSHTCS^^ 

QGYKGNGLRCSAIPENSVKEVLRAPGTIKDRIKKLLAHKNSMKKKAKIKN^ 

VNLQPFNYEEIVSRGCTJSHGGKKGNEEK 

Signal peptide: 
amino acids 1-21 



EGF-like domain cysteine pattern signature, 
amino acids 80-91 

Calcium-binding EGF-like domains 

amino acids 103-124, 230-251 and 185-206 
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GGGAGCTGCTGCTGTGGCTGCTGGTGCTGTGCGCGCTGCTCCTGCTCTTGGTGCAGCTGCTG 
CGCTTCCTGAGGGCTGACGGCGACCTGACGCTACTATGGGCCGAGTGGCAGGGACGACGCCC 
AGAATGGGAGCTGACTGATATGGTGGTGTGGGTGACTGGAGCCTCGAGTGGAATTGGTGAGG 
AGCTGGCTTACCAGTTGTCTAAACTAGGAGTTTCTCTTGTGCTGTCAGCCAGAAGAGTGCAT 
GAGCTGGAAAGGGTGAAAAGAAGATGCCTAGAGAATGGCAATTTAAAAGAAAAAGATATACT 
TGTTTTGCCCCTTGACCTGACCGACACTGGTTCCCATGAAGCGGCTACCAAAGCTGTTCTCC 
AGGAGTTTGGTAGAATCGACATTCTGGTCAACAATGGTGGAATGTCCCAGCGTTCTCTGTGC 
ATGGATACCAGCTTGGATGTCTACAGAAAGCTAATAGAGCTTAACTACTTAGGGACGGTGTC 
CTTGACAAAATGTGTTCTGCCTCACATGATCGAGAGGAAGCAAGGAAAGATTGTTACTGTGA 
ATAGCATCCTGGGTATCATATCTGTT^CCTCTTTCCATTGGATAC 

TAACATTTGCCCAGGACCTGTGCT^TCAAATATTGTGGAGAATTCCCTAGCTGGAGAAGTC^ 
CT^GACTATAGGCAATAATGGAGACCAGTCCCACAAGATGAC^ 

CTGATGTTAATCAGCATGGCCAATGATTTGAAAGAAGTTTGGATCTCAGAACAACCTTTCTT 

GTTAGTAACATATTTGTGGO^TACATGCCAACCTGGGCCTGGTGGATAACC^ 

GGAAGAAAAGGATTGAGAACTTTAAGAGTGGTGTGGATGCAGACTCTTCTTATTTTAAAATC 

TTTAAGACT^^CT^TGACTGAAAAGAGCACCTGTACTTTTCAAGCC^ 

GAAAACATGAAAACAGCAATCTTCnTATGCTTCTGAATAATCA^ 

ACTTTTTAATAGATATGACTTTGCTTCCAACATGGAATGAAATAAAAAATA^ 

ATTGCCATGAATCTTGCAAAA 
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></usr/seqdb2/sst/DNA/Dnaseqs . min/ss . DNA3 6343 
xsubunit 1 of 1/ 289 aa, 1 stop 
xMW: 32268, pi: 9.21, NX(S/T) : 0 

MVVWVTGASSGIGEELAYQLSKLGVSLVLSARRVHELERVKRRCLENGNLKEKDILVLP^ 

TDTGSHEAATKAVLQEFGRIDILVNNGGMSQRSL(MDTSLDVYRKLIEI^ 

PHMIERKQGKIVTVNSILGIISVPLSIGYCASKHALRGFFNGLRTELATYPGIIVSNICPGP 

VQSNIVENSLAGEVTKTIGNNGDQSHKMTTSRCVRLMLISMA]^ 

QYMPTWAWWITNKMGKKRIENFKSGVDADSSYFKIFKTKHD 

ZsKportant Features: 
Signal Peptide: 
amino acids 1-31 

Transmembrane domain: 
amino acids 136-157 

Tyrosine kinase phosphorylation site. 
106-113 and 107-114 

Homologous region to Short -chain alcohol dehydrogenase 

amino acids 80-90, 131-168, 1-13 and 176-185 



FIGURE 48 



GCGACGTGGGCACCGCCATCAGCTGTTCGCGCGTCTTCTCCTCCAGGTGGGGCAGGGGTTTC 

GGGCTGGTGGAGCATGTGCTGGGACAGGACAGCATCCTCT^TCAATCCAACAGCATATTC^ 

TTGCATCTTCTACACACTACAGCTATTGTTAGGTTGCCTGCGGACACGCTGGGCCTCTGTCC 

TGATGCTGCTGAGCTCCCTGGTGTCTCTCGCTGGTTCTGTCTACCTGGCCTGGATCCTGTTC 

TTCGTGCTCTATGATTTCTGCATTGTTTGTATCACCACCTATGCTATCAACGTGAGCCTGAT 

GTGGCTCAGTTTCCGGAAGGTCCAAGAACCCCAGGGCAAGGCTAAGAGGCACTGAGCCCTCA 

ACCCAAGCCAGGCTGACCTCATCTGCTTTGCTTTGGTCTTCAAGCCGCTCAGCGTGCCTGTG 

GACAGCGTGGCCCCGGCCCCCCCAAGCCTCAGGAGGGCAACACAGTCCCTGGCGAGTGGCCC 

TGGCAGGCCAGTGTGAGGAGGCAAGGAGCCCACATCTGCAGCGGCTCCCTGGTGGCAGACAC 

CTGGGTCCTCACTGCTGCCCACTGCTTTGAAAAGGCAGCTIGCAACAGAACTGA^ 

CAGTGGTCCTGGGTTCTCTGCAGCGTGAGGGACTCAGCCCTGGGGCCGAAGAGGTGGGGGTG 

GCTGCCCTGCAGTTGCCCAGGGCCTATAACCACTACAGCCAGGGCTCAGACCTGGCCCTGCT 

GCAGCTCGCCCACCCCACGACCCACACACCCCTCTGCCTGCCCCAGCCCGCCCATCGCTTCC 

CCTTTGGAGCCTCCTGCTGGGCCACTGGCTGGGATCAGGACACCAGTGATGCTCCTGGGACC 

eTACGeAATGTGeGCeTGeGTCTCATCAGTCGeCCCAeATGTAAeTGTATeTACAACCAGGT 

GCACCAGCGACACCTGTCCAACCCGGCCCGGCCTGGGAtGCTATGTGGGGGCCCCCAGCCTG 

GGGTGCAGGGCCCCTGTCAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGA 

CACTGGGTTCAGGCTGGCATCATCAGCTTTGCATC2\AGCTGTGCCCAGGAGGACGCTCCTGT 

GCTGCTGACCAACACAGCTGCTCACAGTTCCTGGCTGCAGGCTCGAGTTCAGGGGGCAGCTT 

TCCTGGCCCAGAGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGA 

TCCTTGAGGACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCT 

GATGCACCAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTG 

CTGCCCACTGCTTCATTGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGA 

CCGGAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACACCCACCCTGAGGGGGG 

CTACGACATGGCCCTCCTGCTGCTGGCCCAGCCTGTGACACTGGGAGCCAGCCTGCGGCCCC 

TCTGCCTGCCCTATCCTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGtGGACGG 

gcccgcccaggagcaggcatcagctccctccagacagtgcccgtgaccctcctggggcctag 
ggcctgcagccggctgcatgcagctcctgggggtgatggcagccctattctgccggggatgg 
tgtgtaccagtgctgtgggtgagctgcccagctgtgagggcctgtctggggcaccactggtg 
catgaggtgaggggcacatggttcctggccgggctgcacagcttcggagatgcttgccaagg 
ccccgccaggccggcggtcttcaccgcgctccctgcctatgaggactgggtcagcagtttgg 
actggcaggtctacttcgccgaggaaccagagcccgaggctgagcctggaagctgcctggcc 
aacataagccaaccaaccagctgctgacaggggacctggccattctcaggacaagagaatgc 

AGGCAGGCAAATGGCyVTTACTGCCCCTGTCCTCCCCACCCTGTCATGTGTGATTCCAGGCAC 
CAGGGCAGGCCCAGAAGCCCAGCAGCTGTGGGAAGGAACCTGCCTGGGGCCACAGGTGCCCA 
CTCCCCACCCTGCAGGACAGGGGTGTCTGTGGACACTCCCACACCCAACTCTGCTACCAAGC 
AGGCGTCTCAGCTTTCCTCCTCCTTTACTCTTTCAGATACAATCACGCCAGCCACGTTGTTT 
TGAAAATTTCTTTTTTTGGGGGGCAGCAGTTTTCCTTTTTTTAAACTTAAATAAATTGTTAC 
AAAATAAAA 
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></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA40571 

MLLSSLVSLAGSVYLAWILFFVLYDFCIVCITTYAINVSLMWLSFRKVQEPQG^ 

PGEWPWQASVRRQGAHICSGSLVADTWLTAAHCFEKAAATELNSWSWLGSLQREGLSPG 

EEVGVAALQLPRAYNHYSQGSDLALLQLAHPTTHTPLCLPQPAHRFPFGASCWATGWDQDTS 

DAPGTLRNLRLRLISRPTCNCIYNQLHQRHLSNPARPGMLCGGPQPGVQGPCQGDSGGPVLC 

LEPDGHWVQAGI ISFASSCAQEDAPVLLTNTAAHSSWLQARVQGAAFLAQSPETPEMSDEDS 

CVACGSLRTAGPQAGAPSPWPWEARLMHQGQLACGGALVSEEAVLTAAHCFIGRQAPEEWSV 

GLGTRPEEWGLKQLILHGAYTHPEGGYDMALLLLAQPVTLGASLRPLCLPYPDHHLPDGERG 

WVLGRARPGAGISSLQTVPVTLLGPRACSRLHAAPGGDGSPILPGMVCTSAVGELPSCEGLS 

GSCIANISQPTSC 

Isrportant features: 
Signal peptide: 
amino acids. 1-15 

Homologous region to Serine proteases / trypsin family 
amino acids 79-95, 343-359 and 237-247 

N-glycosylation sites* 

amino acids 37-40 and 564-567 

Kringle domains 

amino acids 79-96, 343-360 and 235-247 . 
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CGGGCCGCCCCCGGCCCCCATTCGGGCCGGGCCTCGCTGCGGCGGCGACTGAGCCAGGCTGG 

GCCGCGTCCCTGAGTCCCAGAGTCGGCGCGGCGCGGCAGGGGCAGCCTTCCACCACGGGGAG 

CCCAGCTGTCAGCCGCCTCACAGGAAGATGCTGCGTCGGCGGGGCAGCCCT^ 

GCATGTGGGTGCAGCCCTGGGAGCACTGTGGTTCTGCCTCACAGGAGCCCTGGAGGTCCAGG 

TCCCTGAAGACCCAGTGGTGGCACTGGTGGGCACCGATGCCACCCTGTGCTGCTCCTTGTCC 

CCTGAGCCTGGCTTCAGCCTGGCACAGCTCAACCTCATCTGGCAGCTGACAGATACCAAACA 

GCTGGTGCACAGCTTTGCTGAGGGCCAGGACCAGGGCAGCGCCTATGCCAACCGCACGGCCC 

TCTTCCCGGACCTGCTGGCACAGGGCAACGCATCCCTGAGGCTGCAGCGCGTGCGTGTGGCG 

GACGAGGGCAGCTTCACCTGCTTCGTGAGCATCCGGGATTTCGGCAGCGCTGCCGTCAGCCT 

GCAGGTGGCCGCTCCCTAC 

CAGGGGACACGGTGACCATCACGTGCTCCAGCTACCAGGGCTACCCTGAGGCTGA^ 

TGGCAGGATGGGCAGGGTGTGCCCCTGACTGGCAACGTGACCACGTCGCAGATGGCCAACGA 

GCyiGGGCTTGTTTGATGTGC^CAGCGTCCTGCGGGTGGTGCTGGGTGCGAATGGCACCTAC^ 

GCTGCCTGGTGCGCAACCCCGTGCTGCAGCAGGATGCGCACRGCTCTGTG^VCCATC^ 

CAGCCTATGACa^TTCCCCCCAGAGGCCCTGTGGGTGACCGTGGGGCTGTCTGTCTGTCTCAT 

TGCACTGCTGGTGGCCCTGGCTTTCGTGTGCTGGAGAAAGATCAAACAGAGCTGTG^ 

AGAATGCAGGAGCTGAGGACCAGGATGGGGAGGGAGAAGGCTCCAAGACAGCCCTGC^ 

CTGAAACACTCTGACAGCAAAGAAGATGATGGACAAGAAATAGCCTG^ 

GAGCTGCTACCCCTCCCTACAGCTCCTACCCTCTGGCTGCAATGGGGCTGCACTGTGAGCCC 

TGCCCCCAACAGATGCATCCTGCTCTQACAGGTGGGCTCCTTCTCCAAA^ 

AGACCACTGTGCAGCCTTATTTCTCCAATGGACATGATTCCCAAGTCATCCTGCT6CCTTTT 

TTCTTATAGACACT^TGAACAGACCACCCACT^CCTTAGTTCTCTAAGTCA^ 

GCCTTATTTCACAGTACATACTITTTCTTAGGGACACAGTACACTGACCACATC^ 

TTCTTCCAGTGCTGCGTGGACCATCTGGCTGCCTTTTTTCTCCAAAAGATGCAATATTCAC^ 

CTGACTGACCCCCTGCCTTATTTCACCAAAGACACGATGCATAGTCACCCCGGCCTTGTT^ 

TCCAATGGCCGTGATACACTAGTGATCATGTTCAGCCCTGCTtCCACCTGCT^TAGAATCT^ 

TCTTCTCAGACAGGGACAGTGCGGCCTCAACATCTCCTGGAGTCTAGAAGCTGTTTCCTTTC 

CCCTCCTTCCTCCCTGCCCCakAGTGAAGACAGGGCAGGGCCAGGAATGCTTTGGG^ 

AGGGGACTGCCCCCCACCCCCACCATGGTGCTATTCTGGGGCTGGGGCAGTCTTTTCCTGGC 

TTGCCTCTGGCCAGCTCCTGGCCTCTGGTAGAGTGAGACTTCAGACGTTCTGATGCCTTCCG 

GATGTCATCTCTCCCTGCCCCAGGAATGGAAGATGTGAGGACTTCTAAtTTAAATGTGGGAC 

TCGGAGGGATTTTGTAAACTGGGGGTATATTTTGGGGAAAATAAATGTCTTTGTAAAAAT^ 

AAAAAAAAAAAAAA 



FIGURE 51 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA41386 
xsubiinit 1 of 1/ 316 aa, 1 stop, 1 unknown 
xMW: -1, pi: 4.62, NX(S/T) : 4 

MLRRRGSPGMGVHVGAALGALWFCLTGALEVQVPEDPWALVGTDATLCCSFSPEPGFSLAQ 

LNLIWQLTDTKQLVHSFAEGQDQGSAYANRTALFPDLLAQGNASLRLQRVRVADEGSFTCFV 

SimDFGSAAVSLQVAAPYSKPSMTLEPNKDLRPGDTVTITCSSYQGYPEAEVFWQDGQGVPL 

TGim'TSQMANEQGLFDVHSVLRVVLGANGTYSCLVRNPVLQQDAHXSVTITGQPMTFPP^ 

LWVTVGLSVCLIALLVALAFVCWRKIKQSCEEENAGAEDQDGEGEGSKTALQ 

DGQEIA 

Important features: 
Z Signal peptide: 
S amino acids 1-28 

□ Transmembrane domain: 

m ■ ' . ■ ' .' 

^£ amino acids 251-270 

5!. ■ 

p N-glycosylation site. 

^1 amino acids 91-94, 104-107, 189-192 and 215-218 

Homologous region to Immunoglobulins and MHC 
amino acids 217-234 
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TTCGTGACCCTTGAGAAAAGAGTTGGTGGTAAATGTGCCACGTCTTCTAAGAAGGGGGAGTC 
CTGAACTTGTCTGAAGCCCTTGTCCGTAAGCCTTGAACTACGTTCITAAATCTATGAAGTC 
AGGGACCTTTCGCTGCTTTTGTAGGGACTTCTTTCCTTGCTTCAGCAACATGAGGCTTTTCT 
TGTGGAACGCGGTCTTGACTCTGTTCGTCACTTCTTTGATTGGGGCTTTGATCCCTGAACCA 
GAAGTGAAAATTGAAGTTCTCCAGAAGCCATTCATCTGCCATCGCAAGACC^^ 
TTTGATGTTGGTCCACTATGAAGGCTACTTAGAAAAGGACGGCTCCTTATTTCACTCCACTC 
ACAAACATAACAATGGTCAGCCCATTTGGTTTACCCTGGGCATCCTGGAGGCTCTCAAAGGT 
TGGGACCAGGGCTTGAAAGGAATGTGTGTAGGAGAGAAGAGAAAGCTCATCATTCCTCCTGC 
TCTGGGCTATGGAAAAGAAGGAAAAGGTAAAATTCCCCCAGAAAGTACACTGATATTTAATA 
TTGATCTCCTGGAGATTCGAAATGGACCAAGATCCCATGAATCATTCCAAGAAATGGATCTT 
AATGATGACTGGAAACTCTCTAAAGATGAGGTTAAAGCATATTTAAAGAAGGAGTTTGAAAA 
ACATGGTGCGGTGGTGAATGAAAGTCATCATGATGCTTTGGTGGAGGATATTTTTGATAAAG 
AAGATGAAGACAAAGATGGGTTTATATCTGCCAGAGAATTTACATATAAACACGATGAGTTA 
TAGAGATACATCTACCCTTTTAATATAGCACTCATCrrTCAAGAG^ 
""AGAACATTTTATTTTTATACAATGTTCTTTCTTGCTTTGTTTTTTATTTTTATATATTTTTT 
CTGACTCCTATTTAAAGAACCCCTTAGGTTTCTAAGTACCCATTTCTTTCTGATAAGTTATT 
GGGAAGAAAAAGCTAATTGGTCTTTGAATAGAAGACTTCTGGACAATTTTTCACTTTCA^ 
ATATGAAGCTTTGTTTTACTTTCTCACTTATAAATTTAAAATGTTGCAACTGGGAATATACC 
ACGACATGAGACCAGGTTATAGCACAAATTAGCACCCTATATTTCTGCTTCCCTCTATTTTC 
TCCAAGTTAGAGGTCAACATTTGAAAAGCCTTTTGCAATAGCCCAAGGCTTGCTATTTTCAT 
GTTATAATGAAATAGTTTATGTGTAACTGGCTCTGAGTCTCTGCTTGAGGACCAGAGGAAAA 
TGGTT6TTGGACCTGACTTGTTAATGGCTACTGCTTTACTAAGGAGATGTGCAATGCTGAAG 
TTAGAAACAAGGTTAATAGCCAGGCATGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAG 
GCTGAGGCGGGCGGATCACCTGAGGTTGGGAGTTCGAGACCAGCCTGACCAACACGGAGAAA 
CCCTATCTCTACTAAAAATACAAAGTAGCCCGGCGTGGTGATGCGTGCCTGTAATCCCAGCT 
ACCCAGGAAGGCTGAGGCGGCAGAATCACTTGAACCCGAGGCCGAGGTTGCGGTAAGCCGAG 
ATCACCTNCAGCCTGGACACTCTGTCTCGAAAAAAGAAAAGAACACGGTTAATACCATATNA 
ATATGTATGCATTGAGACATGCTACCTAGGACTTAAGCTGATGAAGCTTGGCTCCTAGTGAT 
TGGTGGCCTATTATGATAAATAGGACAAATCATTTATGTGTGAGTTTCTTTGTAATAAAATG 
TATCAATATGTTATAGATGAGGTAGAAAGTTATATTTATATTCAATATTTACTTCTTAAGGC 
TAGCGGAATATCCTTCCTGGTTCTTTAATGGGTAGTCTATAGTATATTATACTACAATAACA 
TTGTATCATAAGATAAAGTAGTAT^CCAGTCTACATTTTCCCATTTCTGTCTCATCAAAAAC 
TGAAGTTAGCTGGGTGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGGGCCAAGGA^ 
TiSGATCACTTGAGATCAGGAGTTCAAGACCAGCCTGGCCyU^C^TGGTGAA^ 
CTAAAAATACAAAAATTAGCCAGGCGTGGTGGTGCACACCTGTAGTCCCAGCTACTCGGGAG 
GCTGAGACAGGAGATTTGCTTGAACCCGGGAGGCGGAGGTTGCAGTGAGCCAAGATTGTGCC 
AeTGCACTCCAGCCTGGGTGACAGAGCAAQACTCaiTCTC^^ 
CCTACAGCAGCTACTATTGAATAT^TACCTATCCTGGATTTT 



FIGURE 53 

X /usr / seqdb2 / s s t /DNA/Dnaseqs . min/ s s • DNA4 4 1 94 
xsubunit 1 of 1, 211 aa, 1 stop 
xMW: 24172, pi: 5.99, NX(S/T): 1 

MRLFLWNAVLTLFVTSLIGALIPEPEVKIEVLQKPFICHRKTKGGDLMLVH^ 
FHSTHKHNNGQPI WFTLGILEALKGWDQGLKGMCVGEKRKLI I PPALGYGKEGKGKIPPEST 
LIFNIDLLEiraJGPRSHESFQEiyDLNDDWKLSKDEVKAYLKKEFEK^ 
IFDKEDEDKDGFISAREFTYKHDEL 

Important features: 

Signal peptide: 

amino acids 1-20 

O N-glycosylation site. 

amino acids 176-179 

13' 

=p Casein kinase II phosphorylation site • 

amino acids 143-146, 156-159, 178-181 and 200-203 

''^ Endoplasmic reticulum targeting sequence. 

. O amino acids 208-211 

FKBP-type pept idyl -prolyl cis- trans isomerase 

amino acids 78-114 and 118-131 

EP-hand calcium-binding domain, 
amino acids 191-203, 184-203 and 140-159 

S-lOO/ICaBP type calcium binding domain 

amino acids 183-203 



FIGURE 54 



AATAAAGCTTCCTTAATGTTGTATATGTCTTTGAAGTACATCCGTGCATTTTTTTTTAGCAT 
CCAACCATTCCTCCCTTGTAGTTCTCGCCCCCTCAAATCACCCTCTCCCGTAGCCCACCCGA 
CTAACATCTCAGTCTCTGAAAATGCACAGAGATGCCTGGCTACCTCGCCCTGCCTTCAGCCT 
CACGGGGCTCAGTCTCTTTTTCTCTTTGGTGCCACCAGGACGGAGCATGGAGGTCACAGTAC 
CTGCCACCCTC?^CGTCCTa^TGGCTCTGACGCCCGCCTGCCCTGC^CCTTC^ 
TACACAGTGAACCACAAACAGTTCTCCCTGAACTGGACTTACCAGGAGTGCAACAACTGCTC 
TGAGGAGATGTTCCTCCAGTTCCGCATGAAGATCATTAACCTGAAGCTGGAGCGGTTTCAAG 
ACCGCGTGGAGTTCTCAGGGAACCCCAGCAAGTACGATGTGTCGGTGATGCTGAGAAACGTG 
CAGCCGGAGGATGAGGGGATTTACAACTGCTACATCATGAACCCCCCTGACCGCCACCGTGG 
CCATGGCAAGATCCATCTGCAGGTCCTCATGGAAGAGCCCCCTGAGCGGGACTCCACGGTGG 
CCGTGATTGTGGGTGCCTCCGTCGGGGGCTTCCTGGCTGTGGTCATCTTGGTGCTGATGGTG 
GTCAAGTGTGTGAGGAGAAAAAAAGAGCAGAAGCTGAGCACAGATGACCTGAAGACCGAGGA 
GGAGGGCAAGACGGACGGTGAAGGCAACCCGGATGATGGCGCCAA GTAGT GGGTGGCCGGCC 
CTGCAGCCTCCCGTGTCCCGTCTCCTCCCCTCTCCGCCCTGTACAGTGACCCTGCCTGCTCG 
-CTCTTGGTGTGCTTCGCGTGACGTAGGACGGCAGGGCeCACCTGGGGCCTCCTGAACCCCCG 
ACTTCGTATCTCCCACCCTGCACCAAGAGTGACCCACTCTCTTCCATCCGAGAAACCTGCCA 
TGCTCTGGGACGTGTGGGCCCTGGGGAGAGGAGAGAAAGGGCTCCCACCTGCCAGTCCCTGG 
GGGGAGGCAGGAGGCACATGTGAGGGTCCCCAGAGAGAAGGGAGTGGGTGGGCAGGGGTAGA 
GGAGGGGCCGCTGTCACCTGCCCAGTGCTTGCCTGGCAGTGGCTTCAGAGAGGACCTGGTGG 
GGAGGGAGGGCTTTCCTGTGCTGACAGCGCTCCCTCAGGAGGGCCTTGGCCTGGCACGGCTG 
TGCTCCTCCCCTGCTCCCAGCCCAGAGCAGCCATCAGGCTGGAGGTGACGATGAGTTCCTGA 
AACTTGGAGGGGCATGTTAAAGGGATGACTGTGCATTCCAGGGCACTGACGGAAAGCCAGGG 
CTGCAGGCAAAGCTGGACATGTGCCCTGGCCCAGGAGGCCATGTTGGGCCCTCGTTTCCATT 
GCTAGTGGCCTCCTTGGGGCTCCTGTTGGCTCCTAATCCCTTAGGACTGTGGATGAGGCCAG 
ACTGGAAGAGCAGCTCCAGGTAGGGGGCCATGTTTCCCAGCGGGGACCCACCAACAGAGGCC 
AGTTTCAAAGTCAGCTGAGGGGCTGAGGGGTGGGGCTCCATGGTGAATGCAGGTTGCTGCAG 
GCTCTGCCTTCTCCATGGGGTAACCACCCTCGCCTGGGCAGGGGCAGCCAAGGCTGGGAAAT 
GAGGAGGCCATGCACAGGGTGGGGCAGCTTTCTTTGGGGCTTCAGTGAGAACTCTCCCAGTT 
GCCCTTGGTGGGGTTTCCACCTGGCTTTTGGCTACAGAGAGGGAAGGGAAAGCCTGAGGCCG 
GCATAAGGGGAGGCCTTGGAACCTGAGCTGCCAATGCCAGCCCTGTCCCATCTGCGGCCACG 
CTACTCGCTCCTCTCCCAACAACTCCCTTCGTGGGGACAAAAGTGACAATTGTAGGCCAGGC 
ACAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGCGGGTGGATTACCTCCAT 
CTGTTTAGTAGAAATGGGCAAAACCCCATCTCTACTAAAAATACAAGAATTAGCTGGGCGTG 
GTGGCGTGTGCCTGTAATCCCAGCTATTTGGGAGGCTGAGGCAGGAGAATCGCTTGAGCCCG 
GGAAGCAGAGGTTGCAGTGAACTGAGATAGTGATAGTGCCACTGCAATTCAGCCTGGGTGAC 
ATAGAGAGACTCCATCTCAAAAAAAA 



FIGURE 55 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA45415 
<subunit 1 of 1, 215 aa, 1 stop 
<MW: 24326/ pi: 6.32, NX(S/T): 4 

MHRDAWLPRPAFSLTGLSLFFSLVPPGRSMEVTVPATLNVLNGSDARLPCTFNSCYI^^ 
FSLNWTYQECl^raCSEEMFLQFI^KI INLKLERFQD^^ 

YNCYIMNPPDRHRGHGKIHLQVTJ^EEPPERDSTVAVIVGASVGGFLAWIL^^^ 
KEQKLSTDDLKTEEEGKTDGECaJPDDGAK 

Important features: 
Signal peptide: 
amino acids 1-20 

Treuismeinbrane domain: 

amino acids 161-179 . 

Immxinoglobulin-like fold: 
amino acids 83-127 

N-glycosylation sites. 

amino acids 42-45, 66-69 and 74-77 



FIGURE 56 



GTTGTATATGTCCTGAAGTACATCCGTGCATTTTTTTTAGCATCCAACCATCCTCCCTTGTA 
GTTCTCGCCCCCTCAAATCACCTTCTCCCTTAGCCCACCCNACTAACATCTCAGTCTCTGAA 
AATGCACAGAGATGCCTGGCTACCTCGCCCTGCCTTCAGCCTCACGGGGCTCAGTCTCTTTT 
TCTCTTTGGTGCCACCAGGACGGAGCATGGAGGTCCACAGTACCTGNCCACCCTCAACGTCC 
TCAATGGCTCTGACGCCCGCCTGCCCTGCCCTTCAACTCCTGCTACACAGTGAACCACAAAC 
AGTTCTCCCTGAACTGGACTTACCAGGAGTGCAACAACTGCTCTGAGGAGATGTTCCTCCAG 
TTCCGCATGAAGATCATTAACCTGAAGCTGGAGCGGTTTCAAGACCGCGTGGAGTTCTCAGG 
GAACCCCAGCAAGTACGATGTGTCGGTGATGCTGAGAAACGTGCAGCCGGAGGATGAGGGGA 
TTTACAACTGCTACATCATGAACCCCCC 



FIGURE 57 



TCACGGGGCTCATCTCTTTTTCTCTTTGGTGCCCACCAGGACGGAGCATGGAGGTNCACATA 
CCTGCCACCCTCAACGTCCTCAATGGCTTTGACGCCCGCCTGCCCTGCACCTTCAACTCCNG 
CTACACAGTGAACCACAAACAGTTCTCCCTGAACTGGATTTACCAGGAGTGCAACAACTGGC 
TCTGAGGAGATGTTCCTCCAGTTCCCGCATGGAAGATCATTTAACCTGAAAGCTGGAAGCGG 
TTTTCAAGAACCGCGTGGAAGTTTCTCAGGGAACCCCAGCAAGTACGATGTGTCGGTGATGC 
TGAGAAACGTGCAGCCGGAGGATGAGGGGATTTACAACTGCTACATCATGAACCCCCC 



FIGURE 58 



TGCGGCXSACCGTCGTACACCMGGGCCTCCACCTCCGCCCCrACCGTG^ 

TCCTCTTGCTGCTGCTAATGCTGCTCGCGGACCCAGCGCTCCCGGCCGGACGTCACCC 

CTGGTGATTTGGGTAACCAACrGGAAGCCAAGCTGGACT^GCCGAC^ 

CCGAAAGCTACnTCACAATCTGGCTGAACCTGGAACTGCTGCTGCCTGTCATCAI^ 

TCAGGCTGGTTTACAAGAAAACATCCAGGGCCACCC^^ 

GGAAGACCTTCTCACTGGAGTTCCTGGACCCCAGCAAAAGC^^ 

GCCTTGTGGGCTGGGGCTACAdVCGGGGTGAGGATGTCO^ 

AAAAaSGGCCCTACOTCCTGGCCCrCCXKXSAGATG^ 

TGGTTGCCCACAGTATGGGOf^CATGTAa^aX^ 

ATATCCGGGCCTTCXSTGTCACrGGGTGaSCCCTGGGGGGGCGT^ 

ACAACAACCGGATCCCAGTCATCGGGCCCCTGAAGATCCGGGAGCAGCAGCGGTC^ 

TGCTGCCCTACAACTACACATGGTCACCTGAGAAGGTGTTCGTGCAGAC^ 

ACTACCGCAAGTTCTTCCAGGACATCGGCTTTGAAGATGGCTGGCTCTVTGCGGC^ 

AAGCCACGATGCCACCTGGCGTGCAGCTGCACTGCCTCTATGGTACTGGCGTCCCC^ 

ATGAGAGCTTCCCTGACaSTGACCCTAAAATCTGCTTTGGTGACGGCGATGGTACTGTGAAC^ 

TGCAGTGCCAGGCCTGGCAGAGCaSCCAGGAGCACaVAGTGTTGCTGC^ 

AGATGCTGGCCAACXXrCACCACCCTGGCCTATCTGAAACGT^^ 

CTCCEGTGGCTGGGGGGTGGAeCTGCTGTTGGCCTCTGGGGCnXSTCAT^ 

CTCACCATTCAAGGCCCOSAGTCTTGGACTGTGAAGCATCTGCC^ 

GTGGCAGTGAAGAAGGAAGAAATGAGAGTCTAGACTCAAGGGAO^CTGGATGGCT^GAATGCT 

ACTGCTGTGACCTTAGGACTGGCTCCACAGGGTGGACTGGCTGGGCCCTGGTCCCAGTCCCTGCCTGGG^ 

TGTCCCCCTATTCCTGTGGGCTTTTCATACTOGCCTACTGGGCCCTGGCCCCGCAGCCTTCCTATGAGGGATGT^ 

ACTGGGCTGTGGTCCTGTACCCAGAGGTCCCAGGGATCGGCTCCTGGCCCCTCGGGTGACCCTTCCCA^ 

GCCACAGATAGGCCTGCCACTGGTCATGGGTAGCTAGAGCTGCTGGCTTCCCTGTGGCTTAGCTGGTGGCC^ 

TGACTGGCTTCCTGGGCGAGCCTAGTAGCTCCTGCAGGOVGGGGCAGTTTGTTGCGTTCTTCGTGG^^ 

CCTGGGACATCTCACTCCACTCCTACCTCCCTTACCACCTIGGAGCATTCAAGCTCTGGATTGGGCAG 

CCCCCAGTCCCGCAGGCTGTGTTCCAGGGGCCCTGATTTCCTCGGATGTGCTATTGGCCCCAGGACT 

CTCCCTTCACCCTGGGACTGTGGTTCCAAGGATGAGAGCAGGGGT^^ 

GAAAGGGAATCCAAGGAAGCAGCCAAGGCTGCTCGCAGCTTCCCTGAGCTG» 

C»lCnXK:CACCCTGCCCTAGGGTCTa^CTAGTACCAAGTGGGTCAGCACAa 

CCTGGCCAGCACCCAGCTTAGTGCTGGGACTAGCCCAGAAACTTGAATGGGA 

TGAGGCCCCCCTAGGGGCTTTCTGTCTGCCCCAGGGTGCTCCATGGATCTCCCTGTGGCAGC^ 

CAGGGCTGCCTTCATGGCAGTAGGCTCTAAGTGGGTGACTGGCCACAGGCCGAGAAAA 

GGGGTTCCCAAAGACGCCTTCAGGCTGGACTGAGCTGCTCTCCCACAGGGTTTCTGTGC^ 

TTGCATACATGCCTGGCATCTGTCTCCCCTTGTTCCTGAGTGGCCCCACATGGG^ 

GATTCTGGCAATAAAAGTACTCTGGATGCTGTAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 59 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA44189 
xsubunit 1 of 1/412 aa, 1 stop 
xMW: 46658, pi: 6.65, NX(S/T): 4 

MGLHLRPYRVGLLPDGLLFLLLLLMLLADPALPAGRHPPVVLVPGDLGNQLEAKLDI^ 

YLCSKKTESYFTIWLNLELLLPVIIDCWIDNIRLVYNKTSRATQFPDGVDWVPGFGKTFSL 

EFLDPSKSSVGSYFHTMVESLVGWGYTRGEDVRGAPYDWRRAPNENGPYFLALREMIEEMYQ 

LYGGPVVLVAHSMGimYTLYFLQRQPQAWKDKYIRAFVSLGAPWGGVAKTLRVLASGDI^ 

PVIGPLKIREQQRSAVSTSWLLPYNYTWSPEKVFVQTPTINYTLRDYRKFFQDIGFEDGWLM 

RQDTEGLVEATMPPGVQLHCLYGTGVPTPDSFYYESFPDRDPKICFGDGDGTVNLKSALQCQ 

AWQSRQEHQVLLQELPGSEH^^ ^ _ . 

Important features: 
Signal peptide: 
amino acids 1-28 

Potential lipid substrate binding site: 
amino acids 147-164 

N-glycosylation sites. 

amino acids 99-102, 273-276, 289-292 and 398-401 

Lipases, serine proteins 

amino acids 189-201 

Beta-transducin family Trp-Asp repeat 

amino acids 353-365 



FIGURE 60 



CGGACGCGTGGGCGGACGCGTGGGGCGGCGGCAGCGGCGGCGACGGCGACATGGAGAGCGGG 

GCCTACGGCGCGGCCAAGGCGGGCGGCTCCTTCGACCTGCGGCGCTTCCTGACGCAGCCGCA 

GGTGGTGGCGCGCGCCGTGTGCTTGGTCTTCGCCTTGATCGTGTTCTCCTGCATCTATGGTG 

AGGGCTACAGC?^TGCCC7^CGAGTCTAAGCAGATGTACTGCGTGTTCAACCGCAA 

GCCTGCCGCTATGGCAGTGCCATCGGGGTGCTGGCCTTCCTGGCCTCGGCCTTCTTCTTGGT 

GGTCGACGCGTATTTCCCCCAGATCAGCAACGCCACTGACCGCAAGTACCTGGTCATTGGTG 

ACCTGCTCTTCTCAGCTCTCTGGACCTTCCTGTGGTTTGTTGGTTTCTGCTTCCTCACCAAC 

CAGTGGGCAGTCT^CCAACCCGAAGGACGTGCTGGTGGGGGCCGACTCTGTGAGGGC^ 

CACCTTCAGCTTCTTTTCCATCTTCTCCTGGGGTGTGCTGGCCTCCCTGGCCTACCAGCGCT 

ACAAGGCTGGCGTG^^^ 

GCCTACGCCTCCTACCCAGGTGCATCTGTGGACAACTACCAACAGCCACCCTTCACCCAGAA 

CGCGGAGACCACCGAGGGCTACCAGCCGCCCCCTGTGTACTGAGTGGCGGTTAGCGTGGGAA 

GGGGGACAGAGAGGGCCCTCCCCTCTGCCCTGGACTTTCCCATCAGCCTCCTGGAACTGCCA 

GCCCCTCTCTTTCACCTGTTCCATCCTGTGCAGCTGACACACAGCTAAGGAGCCTCATAGCC 

TGGCGGGGGCTGGCAGAGCCACACCCCAAGTGCCTGTGCCCAGAGGGCTTCAGTCAGCCGCT 

CACTCCTCCAGGGCACTTTTAGGAAAGGGTTTTTAGCTAGTGTTTTTCCTCGCTTTTAATGA 

CCTCAGCCCCGCCTGCAGTGGCTAGAAGCCAGCAGGTGCCCATGTGCTACTGACAAGTGCCT 

CAGCTTCCCCCCGGCCCGGGTCAGGCCGTGGGAGCCGCTATTATCTGCGTTCTCTGCCAAAG 

ACTCGTGGGGGCCATCACACCTGCCCTGTGCAGCGGAGCCGGACCAGGCTCTTGTGTCCTCA 

CTCAGGTTTGCTTCCCCTGTGCCCACTGCTGTATGATCTGGGGGCCACCACCCTGTGCCGGT 

GGCCTCTGGGCTGCCTCCCGTGGTGT6AGGGCGGGGCTGGTGCTCATGGCACTTCCTCCTTG 

CTCCCACCCCTGGCAGCAGGGAAGGGCTTTGCCTGACAACACCCAGCTTTATGTAAATATT^ 

TGCAGTTGTTACTTAGGAAGCCTGGGGAGGGCAGGGGTGCCCCATGGCTCCCTIGA^ 

TGTGCCGAGTGTATTATAAAATCGTGGGGGAGATGCCCGGCCTGGQATGCTGTTTGGAGACG 

GAATAAATGTTTTCTCATTCAAAG 



FIGURE 61 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA48304 
<subunit 1 of 1, 224 aa, 1 stop 
<MW: 24810, pi: 4 . 75 / NX (S/T) : 1 

MESGAYGAAKAGGSFDLRRFLTQPQWARAVCLVFALIVFSCIYGEGYSNAHESKQMYCVFN 
RNEDACRYGSAIGVLAFLASAFFLVVDAYFPQISNATDRKYLVIGDLLFSALWTFLWFVGFC 
FLTNQWAVTNPKDVLVGADSVRAAITFSFFSIFSWGVLASLAYQRYKAGVDDFIQNYVD^^^ 
DPNTAYASYPGASVDNYQQPPFTQNAETTEGYQPPPVY 

Important features : 

Type II Transmembrane domain: 

amino acids 1-45 

Other tremsmembrane domains: 

amino acids 74-90, 108-126 and 145-161 

N-glycosylation site. 

amino acids 97-100 



FIGURE 62 



Gg^GCCACCTACCCTGCTCCGAGGCCAGGCCTGCAGGGCCTCATCGGCCA 

CCCGTGGCCGAGGCCCCCCAGGTGGCTGGCGGGCAGGGGGACGGAGGTGATGGCGAGGAAGCG^^ 

ATGTTCT^GGCCTGTGAGGACrCCAAGAGAAAAGCCCGGGGCTACCTCCGCC^ 

GCCCTGCTOSTGCrGGCTTCGGCGGGGGTGCTACTCTGGTATTTCCTAGGGTACA^ 

caggtgtactcaggcagtctgcgtgtactcaatcgccacttctcccaggatcttacccgccggg;^^ 
ttccgcagtgaaaccgccaaagcccagaagatgctcaaggagcrcatcaccagc^ 

AACTCCAGCTCCGTCTATTCCTTTGGGGAGGGACCCCTCaiCCTGCT 
a^CCGCCGGCTGATGCTOAGCCCCGAGGTGGTGCAGGCACTGCn^ 
TCGGCI^CXSTCCCCTACAGGGCCGAGTACGAAGTGGACCCCXl^^ 
GACATAGCTGCATTGAATTCCACGCTGGGTTGTTACCGCTACAGCTAOSTGG^ 
AAGGGGCCTGACCACCTGGCCTCCAGCTGCCTGTGGCTlCCrGaVGGGCCCCAAGGACCT 
CTGGAGTGGACGCTGGCAGAGTGCCGGGACCGACTGGCCATGTATGACGTGGGCGGGCCCCTGG^ 
ATCACCTCGGTGTACGGCTGCAGCCGCCAGGAGCCCGTGGTGGAGGTTCTGGCGTCGGGGGCCATC^ 
GTCTGGAAGAAGGGCCTGCACAGCTACTACXSACCCCTTCGTGCTCT 
GAAGTGAACCTGACGCTGGACAACAGGCTCGACTCCCAGGGCGTCCrCAGCA 
TCGCCCCAAACCCACTGCTCCrGGCACCTa^aSGTGCCCT 
TATGCACTGAGGAGGCAGAAGTATGATTTGCCGTGCACCCAGG^ 
- GGCTTGCGCATGCTGCAGGCGTACXX^CXiA^ - 
TCCCAGATCTCCCTCACCGGGCCCGGTGTGCGGGTGCACT^^ 
GAGTTCCrCnXSTTCTGTGa^TGGACTCTGTGTCCCI^ 
GAGAGAAACnXK:X3TTTGCAGAGC<:ACATTCCAGTGC^^ 
GATGGGCAGCCTGATTGTCrCAAaSGCAGCGATGAAGAGCAGTC 

TTCCAGTGTGAGGACCGGAGCTGCGTGAAGAAGCCCAACCCGCAGTGTGATGGGCGGCCCGACTGC^ 

TCGGATGAGGAGCACTGTGACTGTGGCCTCCAGGGCCCCTCCAGCCGCATTGTTGGTGGAGCTGT^ 

GGTGAGTGGCCATGGCAGGCCAGCCTCCAGGTTCGGGGTCGACACATCTGTGGGGGGGCCCT 

TGGGTGATAACAGCTGCCCT^CTGCTTCCAGGAGGACAGCATGGCCrCCA 

AAGGTGTGGCAGAACTCGCGCTGGCCTGGAGAGGTGTCCTTCAAGGTGAGCCGCCTGCTC^ 

GAAGAGGACAGCCATGACTAaSACGTGGOKrrGCn^ 

CCCGTCTGCCTGCCCGCGOSCTCCaVCITCTTCXS^ 

CGCGAGGGOSGCCCCATCAGCa^CXOTCTGC^ 

GCCTATCGCTACCAGGTGAaSCCAaXATGCTGTGTGCC^^ 

GACTCAGGl<3GTCaxnX3GTGTGCSUlGGCACTC^ 

GGCTGTGGCCGGCCTAACTACTTCGGCXSTCTACACCaSCATCACAGGTGTGATC^ 

AC CTGAG GAACTGCCCCCCTGCAAAGOVGGGCCCACCTCCTGGACTCAGA 

GGGACAAGTATTCTGGCGGGGGGTGGGGGAGAGAGCAGGCCCTGTGGTGGCAG 

CTGATGTCTGCTCCAGTGATGGCAGGAGGATGGAGAAGTGCCAGCAGCTGGGGGTC^ 

CAGGCCCACACCCAGCCCTTCTGCCTCCCAATTCTCTCTCCTCCGTCCCCT^ 

GCT^GTGGCTCAGCAGCAAGAATGCTGGTTCTACATCCCG^ 

CTGTTTGGGCAGCCTTGCCrCCAGAGAGCAGATTCC^^ 

GGZ^GGTGCTCCCATCGGAGGGGACCCTCAGAGCCCrGGAGACtGCa^^ 

AAGGTGGGGAAGTCCTGACTCCS^GGGTCCTTGCCCa^CCCC^ 

CACTmSAGGTGAGCTCAGCTGCGCTTTGGAATAAAGC^^ 



FIGURE 63 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA49152 
xsubimit 1 of 1, 802 aa, 1 stop 
xMW: 88846/pI: 6,41, NX(S/T): 7 

MPVAEAPQVAGGQGDGGDGEEAEPEGMFKACEDSKRKARGYLRLVPLFVLLALLVLASAGVL 

LWYFLGYKAEVlWSQVySGSLRVLNRHFSQDLTRRESSAFRSETAKAQKMLKELIT 

YYNSSSVYSFGEGPLTCFFWFILQIPEHRRLMLSPEWQALLVEELLSTVNSSAAVPYRAEY 

EVDPEGLVILEASVKDIAALNSTLGCYRYSYVGQGQVLRLKGPDHLASSCLWHLQGPKDLML 

KLRLEWTLAECRDRLAMYDVAGPLEKRLITSVYGCSRQEPVVEVLASGAIMAVW 

YDPFVLSVQPWFQACEVNLTLDNRLDSQGVLSTPYFPSYYSPQTHCSWHLTVPSLDYGLAL 

WroAYALRRQKYDLPCTQGQWT^^ 

GVRVHYGLYNQSDPCPGEFLCSWGLCVPACDGVKDCPNGLDERNCVCRATFQCKEDSTCIS 

LPKVCDGQPDCLNGSDEEQCQEGVPCGTFTFQCEDRSCVKKPNPQCDGRPDCRDGSDEEHCD 

CGLQGPSSRIVGGAVSSEGEWPWQASLQWGRHICGGALIADRWITAAHCFQEDSMASTVL 

WTVFLGKWQNSRWPGEVSFKVSRLLLHPYHEEDSHDYDVALLQLDHPVVRSl^^ 

RSHFFEPGLHC^ITGWGALREGGPISNALQKVDVQLIPQDLCSEAYRYQVTPRMLCAGYRKG 

KKDACQGDSGGPLVCKALSGRWFLAGLVSWGLGCGRPNYFGVYTRITGVISWIQQV^ 

Iinportant features: 

Type II transmembrsme domain: 

amino acids 46-67 

Serine proteases, trypsin family, histldlne active site, 
amino acids 604-609 
N-glycosylatlon sites. 

amino acids 127-130, 175-178, 207-210, 329-332, 424-427, 444-447 

and 509-512 

Kringle domains. 

amino acids 746-758 and 592-609 

Homologous region to Kallikrein Light Chain: 

amino acids 568-779 

Homologous region to Low-density lipoprotein receptor: 

amino acids 451-567 



FIGURE 64 



GCACCCAGGGCCAGTGGACGATCCAGAACAGGAGGCTGTGTGGCTTGCGCATCCTGCAGCCC 
TACGCCGAGAGGATCCCCGTGGTGGCCACGGCCGGGATCACCATCAACTTCACCTCCCAGAT 
CTCCCTCACCGGGCCCGGTGTGCGGGTGCACTATGGCTTGTACAACCAGTCGGACCCCTGCC 
CTGGAGAGTTCCTCTGTTCTGTGAATGGACTCTGTGTCCCTGCCTGTGATGGGGTCAAGGAC 
TGCCCCAACGGCCTGGATGAGAGAAACTGCGTTTGCAGAGCCACATTCCAGTGCAAAGAGGA 
(^.GCACTVTGCATCTCACTGCCCAAGGTCTGTGATGGGCT^GCCTGATTGTCTC^ 
ATGAAGAGCAGTGCCAGGAAGGGGTGCCATGTGGGACATTCACCTTCCAGTGTGAGGACCGG 
AGCTGCGTGAAGAAGCCCAACCCGCAGTGTGATGGGCGGCCCGACTGCAGGGACGGCTCGGA 
TGAGGAGCACTGTGACTGTGGCCTCCAGGGCCCCTCCAGCCGCATTGTTGGTGGAGCTGTGT 
(XITCCGAGGGTGAGT^^ 

GGGGCCCTCATCGCTGACCGCTGGGTGATAACAGCTGCCCACTGCTTCCAGGAGGACAGCAT 
;^ GGCCTCCaiCGGTGCTGTGGACCGTGTTCCTGGGCAAGGTGTGGCAGAACTCGCGCTGGCCTG 
O GAGAGGTGTCCTTCa^GGTGAGCCGCCrGCTCCTGa^CCCGTACCACGJ^GAGGACAGC 

5 GACTACGACGTGGCGCTGCTGCAGCTCGACCACCCGGTGGTGCGCTCGGCCGCCGTGCGCCC 
□ CGTCTGCCTGCCCGCGCGCTCCCACTTCTTCGAGCCCGGCCTGCACTGCTGGATTACGGGCT 
;| GGGGCGCCTTGCGCGAGGGCGGCCCCATCAGCAACGCTCTGCAGAAAGT^ 
H: AtCCCAOlGGACCTGTGCAGCGAGGCCTATCGCTACCAGGTGACGCCACG^ 
% CGGCTACCGO^AGGGCAAGAAGGATGCGTGTCAGGG^ 
m AGGCACTCAGTGGCCGCTGGTTCCTGGCGGGGCTGGTCAGC^^ 
j| CCTAACTACTTCGGCGTCTACACCCGCM?CAC^^ 

H GACCTGAGGAACTGCCCCCCTGCAAAGCAGGGCCCACCTCCTGGACTCAGAGAGCCCAGGGC 
AACTGCCAAGCAGGGGGACAAGTAT 



FIGURE 65 



GGACGAGGGCAGATCTCGTTCTGGGGCAAGCCGTTGACACTCGCTCCCTGCCACCGCCCGGG 
CTCCGTGCCGCCAAGTTTTCATTTTCCACCTTCTCTGCCTCCAGTCCCCCAGCCCCTGGCCG 
AGAGAAGGGTCTTACCGGCCGGGATTGCTGGAAACACCAAGAGGTGGTTTTTGTTTTTTAAA 
ACTTCTGTTTCTTGGGAGGGGGTGTGGCGGGGCAGGATGAGCAACTCCGTTCCTCTGCTCTG 
TTTCTGGAGCCTCTGCTATTGCTTTGCTGCGGGGAGCCCCGTACCTTTTGGTCCAGAGGGAC 
GGCTGGAAGATAAGCTCCACAAACCCAAAGCTACACAGACTGAGGTCAAACCATCTGTGAGG 
TTTAACCTCCGCACCTCCAAGGACCCAGAGCATGAAGGATGCTACCTCTCCGTCGGCCACAG 
CCAGCCCTTAGAAGACTGCAGTTTCAACATGACAGCTAAAACCTTTTTCATCATTCACGGAT 
GGACGATGAGCGGTATCTTTGAAAACTGGCTGCACAAACTCGTGTCAGCCCTGCACACAAGA 
GAGi^GACGCCAATGTAGT^^ 

TGCG6TCAATAATACCAGGGTGGTGGGACACAGCATTGCCAGGATGCTCGACTGGCTGCAGG 

AGAAGGAC6ATTTTTCTCTCGGGAATGTCCACTTGATCGGCTACAGCCTCGGAGCGCACGTG 

GCCGGGTATGCAGGCAACTTCGTGAAAGGAACGGTGGGCCGAATCACAGGTTTGGATCCTGC 

CGGGCCCa^TGTTTGAAGGGGCCGACATCCACAAGAGGCTCTCTCCGGACGATGCAGATTTTG 

TGGATGTCCTCaia^CCTACAaxiGTTCCTTCGGCTTGAGCATTGGTATTa^^ 

GGCaiaVTTQAa^TCTAGCCa^TGGGGGTGACTTC(^GCCAGGCTGTGGACTC^ 

CTTGGGATCAATTGO^TATGGAACAAtCaiCAGAGGTGGTAA^ 

tCCACCTCTTTGTTGACTCTCTGGTGaU^TCAGGAOl^ 

GACTCO^TCGCTTCa^AAAAGGGGATCTGTCrGAGCTGCCGaiAGAACCGTTG 

TOGCTAOAl^Ca^GAAAATGAGGAACTVAGAGGAACAGG^^ 

CAGGCATGCCTTTCa^GAGGTAACCTTCAGTCCCroGAGTGTCCCTGAQ^ 

CCTCCTTCTTAATACCyiTGCTGCAGAGCAGGGCACATCCTAGCCCAGGAGAAGTGGCCAGCA 
CJVATC(a^TC»^TCGTTGCA2^TCAGATTACACTGTGCA^ 

ACAAAATAAACAGTGTGGACCCCTAATAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
AAAAAAAAAAAAAAAAAAAAAA 



FIGURE 66 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA49646 
xsubunit 1 of 1/ 354 aa, 1 stop 
xMW: 39362/ pi: 8,35, NX(S/T) : 2 

MSNSVPLLCFWSLCYCFAAGSPVPFGPEGRLEDKLHKPKATQTEVKPSVRFNLRTSKDPEHE 

GCYLSVGHSQPLEDCSFNMTAKTFFIIHGWTMSGIFENWLHKLVSALHTREKDANVV^ 

PLAHQLYTDAVNNTRWGHSIARMLDWLQEKDDFSLGNVHLIGYSLGAHVAGYAGNB^ 

GRITGLDPAGPMFEGADIHKRLSPDDADFVDVLHTYTRSFGLSIGIQMPVGHIDIYPNGGDF 

QPGCGLlTOVLGSIAYGTITEVVKCEHERAVHLFVDSLWODKPSFAFQCTDSimFKK 

CRKNRCNSIGYNAKiqyiRNKRNSKiy^ 

Important features: 
Signal peptide: 
amino acids 1-16 

Lipases, serine active site. 

amino acids 163-172: 



N-glycosylation sites. 

amino acids 80-83 and 136-139 



FIGURE 67 

CGGACGCGTGGGCGGACGCX3TGGGCCTGGGC7UVGGGCCGGGGCGCCGGGCCG^^ 

TTCCCTGTCGCGCTCCGCTGGCTGGACGCGCTGGAGGAGTGGAGCAGCACCCGGCC^^ 

CGGCAAAGTTTGGCCCGAAGAGGAAGTGGTCTCAAACCCCGGa^GGTGGCGACCAGGC(^ 

CTGCCTGCGGGCGGGCTGTAGGCGAGGGCGCGCCCCAGTGCCGAGACCCGGGGCTTCAGGAGCCGGCCCC^ 

AGAAGAGTGCGGCGGCGGACGGAGAAAACAACTCCAAAGTTGGCGAAAGGCACCC^^ 

CCGCCTCCCCGCCCCCAGCCCTGGCATCCAGAGTACGGGTCGAGCCCGGGCCATGGA^ 

Ca.CCAGGGAGCCTGGGCGCCCGGGGCTCCGCCGCGACCCCATCGGGTAGACCAC^ 

GCACCTCTGGACAGCCCAGGATGCTGTTGGCCA^ 

ACCGGATTATTTTTCCAAATCATGCTTGTGAGGACCCCCaVGCAGTGC 

GGCCCCnXXSTCaSGGACAGCCGCACXn'CCCCI^C^ 

TCACCS^TCAGGTTCCAGAAGCTACACCTGGCCTGTGGerCAGAGCGCTTAACCCTACGCT 

TGATCTCCCTGTGTGAGGCACCTCCCAGCCCTCTGCAGCTGCCCGGGGGCAAC^^ 

CTGGGGCCAGAGCACCCATGGGCCAGGGCTTCCrGCTCrCCTAC^^ 

AGTTTCAGTGCCTGAACCACCGCTGTGTATCTGCTGTCCAGCXSCrGTGATGGGGT^ 

CTGATGAAGCAGGTTGCAGCTCAGACCCCTTCCCTGGCCTGACCCCAAGACCCGTCCCCTC 

TCACCTTGGAGGACTTCTATGGGGTCTTCTCCTCrCCTGGATATACACACC^^ 

CCTGCCATTGGCTGCTGGACCCCCATGATGGCCGGCGGCTtksCOGT^^ 

GAGATGGAGTGCATGTGTATGACGGCCCrcGGCCCCCTGAGAGCT 

GCAATGGOAGGCTGTCACTGTGGAGACACroTC^^ 

ATGGTCGTGGCTTCa^TGCCACCTACCATGTGaS^^ 

CTGGCCTGGGAGCTGGCGAAGGCCTAGGTGAGCGCTGCTACAGTGA^^ 

GTGCTGACGGCACAGATGAGGAGGACTGCCCAGGCTGCCCACCTG^ 

CTGGTGCCACAGCCTGCTACCTGCCrGCTGACCGCTGCAACrACCAG^ 

GACGCTGTCGGCATTGCCAGCCTGGCAATTTCCGATGCCGGGACGAGAAGTGCGTGTATGA^^ 

ATGGGCAGCCAGACTGTGCGGACGGCAGTGATGAGTGGGACTGCTCCTATGTTCTGCCCCGCy^ 

CTGCyVGTCATTGG(:yVGCCTAGTGTGCGGCCTGCTCCTGGTCATCGCCCTGGGCTG(^ 

TTCGCACCCAGGAGTACaVGCATCTTTGCCCCCCTCTCCCGGAT^ 

CTTCCTACGGGCAGCTCATTGCCCAGGGTGCCy^TCCCACCTGTAGA^ 

ACTCAGTGCTGGGCAACCTGCXSTTCrCTGCTACAGATCTTAC^ 

CaXX:CGTC6TCAGCGGGGCCGCmmTGCGACGCC^ 

CCAACACCCOSGCTCJGGGCCTCTGAGGCCAGATCCCAGGTCACA^ 

GTGGCACAGGTCCAGCCaSTGAGGGaSGGGCAGtGGGTGGGC^ 

AGGCTCCCCTCCCATCTGCTAGCACXSTCrCCAGCCCCa^OTACT^ 

TGCCCCTAGAGCCATCACrATTGTCTGGAGTGGTGCAGGCCCTGCGAGGCCGCCT^ 

CAGGACCAACCCGGAGCCCCCCTGGACCCCACACAGCAGTCCTGGCCCTG 

TGCCACTGGCTQAGCCGGGGGTGTGGGTAGCTGAGGCAGAGGATGAGCCACTGCTTACCTGAGG^ 

CTCTACTGAGGCCTCTCCCCTGGGGGCTCTACTCATAGTGGCACAACCTTTTAGAGGTG^ 

ACCACITCCTTCCCTGTCCGTGGATTTCAGGGACTTGGTGGGCCTC^ 

TAAGTGTCCCTCAGGCy^GGGAGAGGGCTCACAGAGTCrCCTCnXS 

TCACCACCACCTGCTCCCCACGCa^CCaVCCATTTGGGTGG 

GGTCTGGACACTCaVTCCTTGCXa^CCTCTACCCAAAAG^ 

CCCTCCAGCCCCCaVAGGGGAGGATTTGGGCAGAACCrGAG^^ 

CTCACAAAAAGAGTCCAAOUU^TGCITCT 

GGAATCATACATCTC 
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</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA49631 
<subunit 1 of 1, 713 aa, 1 stop 
<MW: 76193, pi: 5.42, NX(S/T) : 4 

MLLATLLLLLLGGALAHPDRI I FPNHACEDPPAVLLEVQGTLQRPLVRDSRTSPi^CTW 
GSKEQTVTIRFQKLHLACGSERLTLRSPLQPLISLCEAPPSPLQLPGGNVTITYSYAGAR^ 
MGQGFLLSYSQDWLMCLQEEFQCLNHRCVSAVQRCDGVDACGDGSDEAGCSSDPFPGLTPRP 
VPSLPCNVTLEDFYGVPSSPGYTHLASVSHPQSCHWLLDPHDGRRLAVRFTALDLGFGDA 
VYDGPGPPESSRLLRSLTHFSNGKAVTVETLSGQAWSYHTVAWSNGRGFNATYHVRGYCLP 
WDRPCGLGSGLGAGEGLGERCYSEAQRCDGSWDCADGTDEEDCPGCPPGHFPCGAAGTSGAT 
-ACYLPADRCNYQTFCADGADERRCRHCQPGNFRCRDEKCVYETWVCDGQPDC^ 
YVLPRKVITAAVIGSLVCGLLLVI ALGCTCKLYAIRTQEYS IFAPLSRMEAEIVQQQAPPSY 
GQLIAQGAIPPVEDFPTENPNDNSVLGNLRSLLQILRQDMTPGGGPGARRRQRGRLMRRLVR 
RLRRWGLLPRTNTPARASEARSQVTPSAAPLEALDGGTGPAREGGAVGGQDGEQAPPLPIKA 
PLPSASTSPAPTTVPEAPGPLPSLPLEPSLLSGWQALRGRLLPSLGPPGPTRSPPGPHTAV 
LALEDEDDVLLVPLAEPGVWVAEAEDEPLLT 

Important features: 
Signal peptide: 
amino acids 1-16 

Transmembrane domain: 

amino acids 442-462 

LDL-receptor class A (LDLRA) domain proteins 
amino acids 411-431/ 152-17l/ 331-350 and 374-393 
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CGAGCTGGGCGAGAAGTAGGGGAGGGCGGTGCTCCGCCGCGGTGGCGGTTGCTATCGCTTCG 
CAGAACCTACTCAGGCAGCCAGCTGAGAAGAGTTGAGGGAAAGTGCTGCTGCTGGGTCTGCA 
GACGCGATGGATAACGTGCAGCCGAAAATAAAACATCGCCCCTTCTGCTTCAGTGTGAAAGG 
CCACGTGAAGATGCTGCGGCTGGCACTAACTGTGACATCTATGACCTTTTTTATCATCGCAC 
AAGCCCCTGAACCATATATTGTTATCACTGGATTTGAAGTCACCGTTATCTTATTTTTCATA 
CTTTTATATGTACTCAGACTTGATCGATTAATGAAGTGGTTATTTTGGCCTTTGCTTGATAT 

TATCAACTCACTGGTAACAACAGTATTCATGCTCATCGTATCTGTGTTGGCACTGATACCAG 

■ ' ... * 

AAACCACAACATTGACAGTTGGTGGAGGGGTGTTTGCACTTGTGACAGCAGTATGCTGTCTT 
GCCGACGGGGCCCTTATTTACCGGAAGCTTCTGTTCAATCCCAGCGGTCCTTACCAGAAAAA 
GCCTGTGCATGAAAAAAAAGAAGTTTT GTAAT TTTATATTACTTTTTAGTTTQATACTAAGT • 
ATTAAACATATTTCTGTATTCTTCCAAAAAAAAAAAAAAAAAA 
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></usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA49645 
xsubunit 1 of 1, 152 aa, 1 stop 
xMW: 17170, pi: 9.62, NX(S/T) : 1 

. MDNVQPKIKHRPFCFSVKGHVKMLRLALTVTSMTFFI lAQAPEPYIVITGFEVTVILFFILL 
YVLRIiDRLMKWLFWPLLDIINSLVTTVFMLIVSVLALIPETTTLTV(^ 
GALIYRKLLFNPSGPYQKKPVHEKKEVL 

Important features: 

Potential type II transmembrane domain: 

amino„acids 26-42-__._ ^: 

Other potential transmembrane domain: 
amino acids 44-65, 81-101 and 109-129 

Leucine zipper pattern 
amino acids 78-99 and 85-106 

N-myristoylation site. 

amino acids 110-115 

Ribonucleotide reductase large sxibunit protein 

amino acids 116-127 
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GGGCGAGAAGTAGGGGAGGGCGTGTTCCGCCGCGGTGGCGGTTGCTATCGTTTTGCAGAACC 
TACTCAGGCAGCCAGNTGAGAAGAGTTGAGGGAAAGTGCTGCTGCTGGGTCTGCAGACGCGA 
TGGATAACGTGCAGCQGAAAATAAAACATCGCCCCTTCTGCTTCAGTGTGAAAGGCCACGTG 
AAGATGCTGCGGCTGGCACTAACTGNGACATCTATGACCTTTTTTATNATCGCACAAGCCCC 
TGAACCATATATTGTTATCACTGGATTTGAAGTCACCGTTATCTTATTTTTCATACTTTTAT 
ATGTACTCAGACTTGATCGATTAATGAAGTGGTTATTTTGGCCTTTGCTTGATATTATCAAC 
TCACTGGTAACAACAGTATTCATGCTCATCGTATCTGTGTTGGCACTGATACCAGAAACCAC 
AACATTGACAGTTGGTGGAGGGGTGTTTGCACTTGTGACAGCAGTATGCTGT^ 
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CAGCCCCGCGCGCCGGCCGAGTCGCTGAGCCGCGGCTGCCGGACGGGACGGGACCGGCTAGG 
CTGGGCGCGCCCCCCGGGCCCCGCCGTGGGCATGGGCGCACTGGCCCGGGCGCTGCTGCTGC 
CTCTGCTGGCCCT^GTGGCTCCTGCGCGCCGCCCCGGAGCTGGCCCCCGCGCCCTTCACGCTG 
CCCCTCCGGGTGGCCGCGGCCACGAACCGCGTAGTTGCGCCCACCCCGGGACCCGGGACCCC 
TGCCGAGCGCCACGCCGACGGCTTGGCGCTCGCCCTGGAGCCTGCCCTGGCGTCCCCCGCGG 
GCGCCGCCAACTTCTTGGCCATGGTAGACAACCTGCAGGGGGACTCTGGCCGCGGCTACTAC 
CTGGAGATGCTGATCGGGACCCCCCCGCAGAAGCTACAGATTCTCGTTGACACTGGAAGCAG 
TAACTTTGCCGTGGCAGGAACCCCGCACTCCTACATAGACACGTACTTTGACACAGAGAGGT 
CTAGCACATACCGCTCCAAGGGCTTTGACGTCACAGTGAAGTACACAC^ 
_GGCTTCGTTGGGGAAGACCTCGTCACCATCCCC^^ 
CATTGCCACTATTTTTGAATCAGAGAATTTCTTTTTGCCTGGGATTAAATGGAATGGAATAC 
TTGGCCTAGCTTATGCCACACTTGCCAAGCCT^lTCAAGTTCTCTGGAGACCTTCTTCG^^ 
CTGGTGACACT^GCAAACATCCCCAACGTTTTCTCCATGCAGATGTGTGGAGCCGG 

cgttgctggatctgggaccaacggaggtagtcttgtcttgggtggaattgaaccaagtttgt 

ATAAAGGAGACy^TCTGGTATACCCCTATTAAGGAAGAGTGGTACTACCAGATAGAAATTCTG 

AAATTGGAAATTGGAGGCCAAAGCCTTAATCTGGACTGCAGAGAGTATAACGCAGAC^ 

CATCGTGGACT^GTGGCACa^CGCTGCTGCGCCTGCCCCT^GAAGGTGTTTGATGCGGTC^ 

AAGCTGTGGCCCGCGCATCTCTGATTCCAGAATTCTCTGATGGTTTCTGGACTGGGTCCCAG 

CTGGCGTGCTGGACGAATTCGGAAACACCTTGGTCTTACTTCCCTAAAATCTCCATCTACCT 

GAGAGACGAGAACTCCT^GCAGGTCATTCCGTATCACAATCCTGCCTCAGCTT^ 

CCATGATGGGGGCCGGCCTGAATTATGAATGTTACCGATTCGGCATTTCCCG^^TCCyV 

GCGCTGGTGATCGGTGCCACGGTGATGGAGGGCTTCTACGTCATCTTCGACAGAGCCC^ 

GAGGGTGGGCTTCGCAGCGAGCCCCTGTGCaLGAAATTGCAGGTGCTGCAGTGTCTGAAATTT 

CCGGGCCTTTCTCAACAGAGGATGTAGCCy^Ga^CTGTGTCCCCGCTCAGTCTTTGAGCGAG 

CCCATTTTGTGGATTGTGTCCTATGCGCTCATGAGCGTCTGtGGAGCCATCCTCCTTGTCTT 

AATCGTCCTGCTGCTGCTGCCGTTCCGGTGTC^lGCGTCGCCCCCGTGACCCTGAGGTCGTCA 

ATGATGAGTCCTCTCTGGTCAGACATCGCTGGAA ATGAA TAGCCAGGCCTGACCTCAAGC^ 

Ca^TGAACTCAGCTATTAAGAAAATO^CATTTCCAGGGCAGCAGCCGG^ 

CTTTCTCCTGTGCCCACCCGTCTTCAATCTCTGTTCTGCTCCCT^GATGCCTTCTAGATTCAC 

TGTCTTTTGATTCTTGATTTTCAAGCTTTCT^TCCTCCCTACTTCCAAGAAAAA 

AAAAAAAACTTCATTCTAA 
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></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA45493 

xsubiinit 1 of 1, 518 aa, 1 stop 

xMW: 56180, pi: .5,08, NX(S/T) : 2 . 

MGAIiARALLLPL]^QWLLRAAPEIiAPAPFTLPLRVAAATNRWAPTPGPGTPAERHADGI^ 

ALEPALASPAGAANFLAMVDNLQGDSGRGYYLEMLIGTPPQKLQILVDTGSSNFAVAG 

YIDTYFDTERSSTYRSKGFDVTVKYTQGSWTGFVGEDLVTIPKGFNTSFLVNIATIFESENF 

FLPGIKWNGI LGLAYATLAKPSSSLETFFDSLVTQANI PNVFSMQMCGAGLPVAGSGTNGGS 

LVLGGIEPSLYKGDIWYTPIKEEWYYQIEILKLEIGGQSLNLDCREYNADKAIV^ 

LPQKVFDAVVEAVARASLIPEFSDGFWTGSQLACWTNSETPWSYFPKISIYLRDENSSRSFR 

ITILPQLYIQPl^GAGUJYECYRFGISPSTO 

EIAGAAVSEISGPFSTEDVASNCVPAQSLSEPILWIVSYALMSVCGAILLVLIVLLLLPFRC 
QRRPRDPEWNDESSLVRHRWK 

Important features: 
Signal peptide: 
amino acids 1-20 

Transmenibrane doxoain: 

amino acids 466-494 

N-glycosylation sites . 

amino acids 170-173 and 366-369 

Leucine zipper pattern. 

amino acids 10-31 and 197-118 

Eukaryotic and viral aspartyl proteases 
amino acids 109-118, 252-261 and 298-310 
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CGCCTCCGCCTTCGGAGGCTGACGCGCCCGGGCGCCGTTCCAGGCCTGTGCAGGGCGGATCG 
GCAGCCGCCTGGCGGCGATCCAGGGCGGTGCGGGGCCTGGGCGGGAGCCGGGAGGCGCGGCC 
GGCATGGAGGCGCTGCTGCTGGGCGCGGGGTTGCTGCTGGGCGCTTACGTGCTTGTCTACTA 
CAACCTGGTGAAGGCCCCGCCGTGCGGCGGCATGGGCAACCTGCGGGGCCGCACGGCCGTGG 
TCACGGGCGCCAACAGCGGCATCGGAAAGATGACGGCGCTGGAGCTGGCGCGCCGGGGAGCG 
CGCGTGGTGCTGGCCTGCCGCAGCCAGGAGCGCGGGGAGGCGGCTGCCTTCGACCTCCGCCA 
GGAGAGTGGGAACAATGAGGTCATCTTCATGGCCTTGGACTTGGCCAGTCTGGCCTCGGTGC 
GGGCCTTTGCCACTGCCTTTCTGAGCTCTGAGCCACGGTTGGACATCCTCATCCACAATGCC 
GGTATCAGTTCCTGTGGCCGGACCCGTGAGGCGTTTAACCTGCTGCTTCGGGTGAACCATAT 
_CGGTCCCTTTCTGCTGACACATCTGCTGCTGCCTTGCCTGAAGGCATGTGCCCCTAGCCGCG^ 
TGGTGGTGGTAGCCTCAGCTGCCCACTGTCGGGGACGTCTTGACTTCAAACGCCTGGACCGC 
CCAGTGGTGGGCTGGCGGCAGGAGCTGCGGGCATATGCTGACACTAAGCTGGCTAATGTACT 
GTTTGCCCGGGAGCTCGCCAACCAGCTTGAGGCCACTGGCGTCACCTGCTATGCAGCCCACC 
CAGGGCCTGTGAACTCGGAGCTGTTCCTGCGCCATGTTCCTGGATGGCTGCGCCCACTTTTG 
CGCCCATTGGCTTGGCTGGTGCTCCGGGCACCAAGAGGGGGTGCCCAGACACCCCTGTATTG 
TGCTCTACmAGAGGGCATCGAGCCCCTCAGTGGGAGATATTTTGCCAACTGCCATGTGGAAG 
AGGTGCCTCCAGCTGCCCGAGACGACCGGGCAGCCCATCGGCTATGGGAGGCCAGCAAGAGG 
CTGGCAGGGCTTGGGCCTGGGGAGGATGCTGAACCCGATGAAGACCCCCAGTCTGAGGACTC 
AGAGGCCCCATCTTCTCTAAGCACCCCCCACCCTGAGGAGCCCACAGTTTCTCAACCTTACC 
CCAGCCCTCAGAGCTCACCAGATTTGTCTAAGATGACGCACCGAATTCAGGCTAAAGTTGAG 
CCTGAGATCCAGCTCTCC TAA CCCTCAGGCCAGGATGCTTQCCATGGCACTTCATGGTCCTT 
GAAAACCTCGGATGTGTGTGAGGCCATGCCCTGGACACTGACGGGTTTGTGATCTTGACCTC 
CGTGGTTACTTTCTGGGGCCCCAAGCTGTGCCCTGGACATCTCTTTTCCTGGTTGAAGGAAT 
AATGGGTGATTATTTCTTCCTGAGAGTGACAGT^^CCCCAGATGGAGAGATAGGGGTAT^ 
AGACACTGTGCTTCTCGGAAATTTGGATGTAGTATTTTCAGGCCCCACCCTTATTGA 

atcagctctggagcagaggcagggagtttgcAatgtgatgcactgccaacat^ 

tgaactgatccctttgcaaccgtctagctaggtagttaaattacccccatgttaatgaagcg 

gaattaggctcccgagctaagggactcgcctagggtctcacagtgagtaggaggagggcctg 

ggatctgaacccaag6gtctgaggccagggccgactgcc6taagatgggtgctgagaagtga 

gtcagggcagggcagctggtatcgaggtgccccatgggagtaaggggacgccttccgggcgg 

ATGGAGGGCTGGGGTCATCTGTATCTGAAGCCCCTCGGAATAAAGCGCGTTGACCGCa^^^ 
AAAAAAAAAAAAAAAAA 
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</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA48227 
<s\ibiinit 1 of 1, 377 aa, 1 stop 
<MW: 40849, pi: 7,98, NX(S/T) : 0 

mealllgaglllgayvlvyynlvkappcggmgnlrgrtavvtgansgigkmtalelarrg;^ 

vvlacrsqergeaaafdlrqesgnnevifmaldlaslasvrafataflsseprldilihna 

isscgrtreafnlllrvnhigpfllthlllpclkacapsrwwasaahcrgrldfkrldrp 

wgwrqelrayadtklanvlfarelanqleatgwcyaahpgpvnselflrh^ 

plawlvlraprggaqtplycalqegieplsgryfanchveevppaarddraahrlweaskrl 

aglgpgedaepdedpqsedseapsslstphpeeptvsqpypspqsspdlskmthriqakvep 

„EIQL.S _ ■ _ _ 1 

Important features: 
Signal peptide: 
amino acids 1-16 

Glycosaminoglycan attachment site. 

amino acids 46-49 

Short -chain alcohol dehydrogenase family 
amino acids 37-49 and 114-124 
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GGAGGAGACAGCCTCCTGGGGGGCAGGGGTTCCCTGCCTCTGCTGCTCOTGCTCA^ 

GACTCCCCGCCCGAGATCCTAGTCCACCCCCAGGACCAGCTGTTCCAGGGCCCrGGC^ 

CAAGCCTCAGGCCAGCCACCTCCCACCATCCGCTGGTTGCrGAATO 

CCatCACCACCTCCTGCCTGATGGGACCCTTCTGCTGCTACAGCCCCCTGCCCGGGGA^^ 

GCCCTGTCCACAGACCTGGGTGTCTACACATGTGAGGCCAGCAACCGGCTTGGC^ 

CGGCTGTCTGTGGCTGTCCTCOKSGAGGATTTCaWSATC 

TTTACTCTGGAATGTGGGCCGCCCTGGGGCCaCCaV^ 

GCCCTCCAGCCCGGAAGGCACAaVGTGTCCGGGGGGTCCCIX^ 

ACCTACATGTGTGTGGCCACa^CAGCGCAGGACy^TAGGGAGAGCCGCGCAGCCCGGGTT^ 
CAGGACTACACGGAGCCTGTGGAGCTTCTGGCTGTGCGAATTCAGCrGGAAAATGTGAC^^ 
CCTGOlGAGGGCCCCAAGCCTAGACCGGCGGTGTGGCTCAGCTGGAAGGTCAGTGGCCCTGCTGCGCCTGCCt^ 
TCTTACAOSGCCTTGTTCAGGACCGAGACTGCCCCGGGAGGCCAGGGAGCT 
GGCTGGCAGAGCGCAGAGCTTGGAGGCCTCCT^CTGGGGCCAAGACTACGAGT^ 
CGGGCrCGAGGCCCTGACAGCAACGTGCrGCTCCTGAGGCTGCCGGAA 
GTGACTCTAAAGCCIX3GCAATGGCACnX3TCTTTGTGAGCTG^ 
ATCaSTGGCTACGAGGTCTGGAGCCTGGGaACAC^^ 
ACCCAGCTGGAAATOSCCACCCATATGCCAGGCrCC^^ 
- GGGGAGCCa^TAGACCT^TCTGCCTCXrmTAGAG " 
GGTCCCTGGACCCTGGAGCSIGCTGAGGGCTACCTTGAAGCGGCCTGAGGTCATTGCC^ 
TGGCTGCTGCTTCTGGGCACGGCCGTGTGTATCCy^CCGCCGGOSCCGAGCTAGGGTGCyvCCT 
TACAGATATACCTVGTGAGGATGCCATCCTAAAACACAGGATGGATCACAGTGACTCCCAGTGG^^ 
TGGCGTTCCACCTCTGGCTCTCGGGACCTGAGCAGCAGCAGCAGCCT 

GACCCACTAGACTGTCGTCGCTCCTTGCTCTCCTGGGACTCCOSAAGCCCCGGCGTGCCCCTGC^ 

AGCACTTTTTATGGCTCCCTCATCGCTGAGCTGCCCTCCAGTACCCCAGCCT^GGCa^GTCCCCA 

GTCAGGCGCCTCCCACCCCAGCTGGCCCakGCTCrCCAGCCCCT 

GGACTCTCTTCTCCCCGCTTGTCIXn^ 

GCCaUlCAGlTCCCCACTGCrCCGGGGCAGCCACTCCOT 

AAGAACCHTTCCCAAAGCCCAGGAGCTGTGCCCaUVGCrC^ 

AGCTCCTCAAATGAGCTGGTTACrCGTCATCTCCCTCCAGCACCCCT 

AGTCSVACSWSACCTAGCCTCCGGTGGGAGCACAGGCTCCCT^ 

CTTAGCCCCTGCAGTCCCCCTAGCCCCCAGGCCTCTTCCCTCTCTGGCCCCAGCCCAGCTTC^ 
AGCTCCTCACTGTCT^TCCCTGGGGGAGGATa^GACAGCGTGCTGACCCCrGAGG^ 
CTCAGTGAGGGTGAGGAGACTCCCAGGAACAGCGTCTCTCCCATGCCAAGGGCTCCTT^ 
GGGTACATCAGCGTCCCAACAGCCTCAGAGTTCACGGACATGGGCAGGAC^ 

GGAGTCTTGCTGTGGCCACCTCGGCCCTGCCrCACCCCCACCCCCAGCGAGGGCTCCTTAGCCAATGG 

TCAGCCrCTGAGGACAATGCCGCCAGCGCCAGAGCCAGCCTTGTCAGCTCCTCCGATGGCTCCTTCC^^ 

GCTP^CTTTGCCCGGGCCCTGGOIGTGGCTGTGGATAGCTTTGGI^ 

GTCTTCATAGATGCCTCATCACCTCCCTCCCCACGGGATGAGATCra 

TGGGAGTGGAGGCCAGACTGGTTGGAAGAOVTGGAGGTCAGCCACACCaiG^ 

TGGCCCCCTGACTCTCAGATCTCTTCCCAGAGAAGTCAGCTCCACTGTCGTATGCCCAAGGCTGGT^ 

GTAGATTACTC CTGAA CCGTGTCCCTGAGACTTCCCAGACGGGAATCAGAACCACTTCTCCTC 

ACCTGGGCTGTGGTGTGTGGGTCTTGGCCTGTGTTTCTCTGCAGCTGGGGTCCACCTTCCCAAGCCTCCAGAGAG 

ttctccctccacgattgtgaaaacaaatgaaaacaaaattagagcaaagctgacctggagccctcagggagca;^ 

acatcatctccacctgacrcctagccactgcrttctcctcrgtgccatccactcccaccaccac^ 

ctgaggagcagccctgcctgctgctcttcccccaccatttggatcacaggaagtggaggagccagaggtgc 

gtggaggacagcagtggctgctgggagagggctgtggaggaaggagcttctosgac^ 

gggcccctcctctagagaagagctcaactctctcccaacctcaccatggaaagaaaataaot^ 

aggcactgaggccctacxrtcatgccaaacaaagggttcaaggctgggtc 

tatgagaccgtaggtcaaaagcaccatcctcgtactgttgtcactatgagcn^ 

ggtaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaa 
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</usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA41404 
<siibunit 1 of 1, 985 aa, 1 stop 
<MW: 105336, pi: 6,55, NX(S/T) : 7 

MGGMAQDSPPQILVHPQDQLFQGPGPARMSCQASGQPPPTIRWLLNGQPLSMVPPDPHHLLP 

DGTLLLLQPPARGHAHDGQALSTDLGVYTCEASNRLGTAVSRGARLSVAVLRE^ 

VAWGEQFTLECGPPWGHPEPTVSWWKDGKPLALQPGRHTVSGGSLLMAI^ 

ATNSAGHRESRAARVSIQEPQDYTEPVELLAVRIQLENVTLLNPDPAEGPKPRPAVWLSWKV 

SGPAAPAQSYTALFRTQTAPGGQGAPWAEELLAGWQSAELGGLHWGQDYEFKVRPSSGRARG 

PDSimiLLRLPEK^PSAPPQEVTLKPGNGWFVSWPPPAEiraNGIIRGYQWSLGOT 

ANWTWGEQTQLEIATHMPGSYCVQVAAVTGAGA^^ 

TLEQLRATLKRPEVIATCGVALWLLLLGTAVCIHRRRRARVHLGPGLYRYTSEDAILKHRMD 

HSDSQWLADTWRSTSGSRDLSSSSSLSSRLGADARDPLDCRRSLLSWDSRSPGVPLLPDTST 

FYGSLIAELPSSTPARPSPQVPAVRRLPPQLAQLSSPCSSSDSLCSRRGLSSPRLSLAPAEA 

WKAKKKQELQHAisrSSPLLRGSHSLELRACELGNRGSKNLSQSPGAVPQALVAWlU^LGPKLLS 

SSNELVTRHLPPAPLFPHETPPTQSQQTQPPVAPQAPSSILLPAAPIPILSPCSPPSPQASS 

LSGPSPASSRLSSSSLSSLGEDQDSVLTPEEVALCLELSEGEETPRNSVSPMPRAPSPPTTY 

GYISVPTASEFTDMGRTGGGVGPKGGVLLCPPRPCLTPTPSEGSLANGWGSASEDNAAS^^ 

SLVSSSIXSSFLADAHFARALAVAVDSFGFGLEPREADCVFIDASSPPSPRDEIFLTP 

LWEWRPDWLEDMEVSHTQRLGRGMPPWPPDSQISSQRSQLHCRMPKAGASPVDYS 

Isportant featiires: 
Tr an smembr ane domain: 
amino acids 448-467 
N-glycosylation sites: 

amino acids 224-227, 338-341, 367-370, 374-377, 658-661 and 926- 
929 

N-myristoylation sites. 

amino acids 47-52, 80-85, 88-93, 99-104, 105-110, 181-186, 272- 
277, 290-295, 355-360, 403-408, 462-467, 561-566, 652-657, 849- 
854 and 876-881 

Phosphotyrosine interaction domain proteins 

amino acids 740-753 
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CTCCCACGGTGTCCAGCGCCCAGAATGCGGCTTCTGGTCCTGCTATGGGGTTGCCTC 

CCCAGGTTATGAAGCCCTGGAGGGCCCAGAGGAAATCAGCGGGTTCGAAGGGGACACTGTGT 

CCCTGCAGTGCACCTACAGGGAAGAGCTGAGGGACCACCGGAAGTACTGGTGCAGGAAGGGT 

GGGATCCTCTTCTCTCGCTGCTCTGGCACCATCTATGCAGAAGAAGAAGGCCAGGAGACAAT 

GAAGGGCAGGGTGTCCATCCGTGACAGCCGCCAGGAGCTCTCGCTCATTGTGACCCTGTGGA 

ACCTCACCCTGCAAGACGCTGGGGAGTACTGGTGTGGGGTCGAAAAACGGGGCCCCGATGAG 

TCTTTACTGATCTCTCTGTTCGTCTTTCCAGGACCCTGCTGTCCTCCCTCCCCTTCTCCCAC 

CTTCCyVGCCTCTGGCTACAACACGCCTGCyiGCCCAAGGCAAA^ 

CAGGATTGACTTCTCCTGGGCTCTACCCGGCAGCCACCACAGCCAAGCAGGGGAAGACAGGG 
GCTGAGGCCCCTCCATTGCCAGGGACTTCCCAGTACGGGCACGAAAGGACTTCTCAGTACAC 
AGGAACCTCTCCTCACCCAGCGACCTCTCCTCCTGCAGGGAGCTCCCGCCCCCCCATGCAGC 
TGGACTCCACCTCAGCAGAGGACACCAGTCCAGCTCTCAGCAGTGGCAGCTCTAAGCCCAGG 
GTGTCCATCCCGATGGTCCGCATACTGGCCCCAGTCCTGGTGCTGCTGAGCCTTCTGTCAGC 
CGCAGGCCTGATCGCCTTCTGCAGCCACCTGCTCCTGTGGAGAAAGGAAGCTCAACAGGCCA 
-CGGAGACACAGAGGAACGAGAAGTTCTGGCTCTCACGCTTGACTGCGGAGGAAAAGGAAGCC 
CCTTCCCAGGCCCCTGAGGGGGACGTGATCTCGATGCCTCCCCTCCACACATCTGAGGAGGA 
GCTGGGCTTCTCGAAGTTTGTCTCAGC GTAGG GCAGGAGGCCCTCCTGGCCAGGCCAGCAGT 
GAAGCAGTATGGCTGGCTGGATCAGCACCGATTCCCGAAAGCTTTCCACCTCAGCCTCAGAG 
TCCAGCTGCCCGGACTCCAGGGCTCTCCCCACCCTCCCCAGGCTCTCCTCTTGCATGTTCCA 
GCCTGACCTAGAAGCGTTTGTCAGCCCTGGAGCCCAGAGCGGTGGCCTTGCTCTTCCGGCT6 
GAGACTGGGACATCCCTGATAGGTTCACATCGCTGGGCAGAGTACCAGGCTGCTGACCCTCA 
GCAGGGCCAGAGAAGGCTCAGTGGATCTGGTCTGAGTTTCAATCTGCCAGGAACTCCTGGGC 
CTCATGCCCAGTGTCGGACCCTGCCTTCCTCCCACTCCAGACCCCACCTTGTCTTCCCTCCC 
TGGCGTCCTCAGACTTAGTCCCACGGTCTCCTGCATCAGCTGGTGATGAAGAGGAGCATGCT 
GGGGTGAGACTGGGATTCTGGCTTCTCTTTGAACCACCTGCATCCAGCCCTTCAGGAAGCCT 
GTGAAAAACGTGATTCCTGGCCCCACCAAGACCCACCAAAACCATCTCTGGGCTTGGTGCAG 
GACTCTGAATTCTAACAATGCCCAGTGACTGTCGCACTTGAGTTTGAGGGCCAGTGGGCCTG 
ATGAACGCTCACACCCCTTCAGCTTAGAGTCTGCATTTGGGCTGTGACGTCTCCACCTGCCC 
CAATAGATCTGCTCTGTCTGCGACACCAGATCCACGTGGGGACTCCCCTGAGGCCTGCTAAG 
TCCAGGCCTTGGTCAGGTCAGGTGCACATTGCAGGATAAGCCCAGGACCGGCACAGAAGTGG 
TTGCCTTTNCCATTTGCCCTCCCTGGNCCATGCCTTCTTGCCTTTGGAAAAAATGATGAAGA 
AAACCTTGGCTCCTTCCTTGTCTGGAAAGGGTTACTTGCCTATGGGTTCTGGTGGCTAGAGA 
GAAAAGTAGAAAACCAGAGTGCACGTAGGTGTCTAACACAGAGGAGAGTAGGAACAGGGCGG 
ATACCTGAAGGTGACTCCGAGTCCAGCCCCCTGGAGAAGGGGTCGGGGGTGGTGGTAAAGTA 
GCACAACTACTATTTTTTTTCTTTTTCCATTATTATTGTTTTTTAAGACAGAATCTCGTGCT 
GCTGCCCAGGCTGGAGTGCAGTGGCACGATCTGCAAACTCCGCCTCCTGGGTTCAAGTGATT 
CTTCTGCCTOVGCCTCCCGAGTAGCTGGGATTACAGGCACGCACCACCACACCTGGCTAATT 
TTTGTACTTTTAGTAGAGATGGGGTTTCACCATGTTGGCCAGGCTGGTCTTGAACTGCTGAC 
CTCAAATGAGCCTCCTGCTTCAGTCTCCCAAATTGCCGGGATTACAGGCATGAGCCACTGTG 
TCTGGCCCTATTTCCTTTAAAAAGTGAAATTAAGAGTTGTTCAGTATGCAAAACTTGGAAAG 
ATGGAGGAGAAAAAGAAAAGGAAGAAAAAAATGTCACCCATAGTCTCACCAGAGACTATCAT 
TATTTCGTTTTGTTGTACTTCCTTCCACTCTTTTCTTCTTCACATAATTTGCCGGTGTTCTT 
TTTACAGAGC/^TTATCTTGTATATACAACTTTGTATCCTGCCTTTTCCACCTTATCGTTCC 
ATCACTTTATTCCAGeACTTCTCTGTGTTTTACAGACCTTTTTATAAATAAAATGTTCATCA 
GCTGCATAAAAAAAAAAAAAA 



FIGURE 79 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA44196 
<siibiinit 1 of 1, 332 aa, 1 stop 
<MW: 36143/ pi: 5.89, NX(S/T) : 1 

MRLLVLLWGCLLLPGYEALEGPEEISGFEGDTVSLQCTYREELRDHRKYWCRKGGILFSRCS 
GTIYAEEEGQETMKGRVSIRDSRQELSLIVTLWNLTLQDAGEYWCGVEKRGPDESLLISLFV 
FPGPCCPPSPSPTFQPLATTRLQPKAKAQQTQPPGLTSPGLYPAATTAKQGKTGAEAPPLPG 
TSQYGHERTSQYTGTSPHPATSPPAGSSRPPMQLDSTSAEDTSPALSSGSSKPRVSIPMVRI 
LAPVLVLLSLLSAAGLIAFCSHLLLWRKEAQQATETQRNEKFWLSRLTAEEKEAPSQAPEGD 
VISMPPLHTSEEELGFSKFVSA 

Important features: 
Signal peptide: 
amino acids 1-17 

Transmembrane domain: 

amino acids 248-269 

N-glycosylation site. 

amino acids 96-99 

Fibrinogen beta and gamma chains C- terminal domain. 

amino acids 104-113 

Ig like V-type domain: 
amino acids 13-128 



FIGURE 80 

TTGTGACTA?^GCTGGCCTAGCAGGCCAGGGAGTGCAGCTGCAGGCGTGGGGGTGGCAa 

GCCGCAGAGCCAGAGCAGACAGCCGAGAAACAGGTGGACAGTGTGAAAGAACCAGTGGTCTC 

GCTCTGTTGCCCAGGCTAGAGTGTACTGGCGTGATCATAGCTCACTGCAGCCTCAGACTCCT 

GGACTTGAGAAATCCTCCTGCCTTAGCCTCCTGCATATCTGGGACTCCAGGGGTGCACTCAA 

GCCCTGTTTCTTCTCCTTCTGTGAGTGGACCACGGAGGCTGGTGAGCTGCCTGTCATCCCAA 

AGCTCAGCTCTGAGCCAGAGTGGTGGTGGCTCCACCTCTGCCGCCGGCATAGAAGCCAGGAG 

CAGGGCTCTCAGAAGGCGGTGGTGCCCAGCTGGGATCATGTTGTTGGCCCTGGTCTGTCTGC 

TCAGCTGCCTGCTACCCTCCAGTGAGGCCAAGCTCTACGGTCGTTGTGAACTGGCCAGAGTG 

CTACATGACTTCGGGCTGGACGGATACCGGGGATACAGCCTGGCTGACTGGGTCTGCCTTGC 

YTATTTCACMQCGGTTTC^^ 

ACGGGATCTTCCAGATCAACAGCCGGAGGTGGTGCAGCAACCTCACCCCGAACGTCCCCAAC 
GTGTGCCGGATGTACTGCTCAGATTTGTTGAATCCTAATCTCAAGGATACCGTTATCTGTGC 
CATGAA6ATAACCCAAGAGCCTCAGGGTCTGGGTTACTGGGAGGCCTGGAGGCATCACTGCC 
AGGGAAAAGACCTCACTGAATGGGTGGATGGCTGTGACTTCTAGGATGGACGGAACCATGCA 

CAGCAGGCTGGGAAATGTGGTTTGGTTCCTGACCTAGGCTTGGGAAGACAAGCCAGCGi^ 
AAGGATGGTTGAACGTGAAA 



FIGURE 81 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA52187 
<svibunit 1 of 1, 146 aa, 1 stop 
<MW: 16430, pi: 5.05, NX(S/T) : 1 

MLLALVCLLSCLLPSSEAKLYGRCELARVLHDFGLDGYRGYSLADWCLAyFTSGra 

YEADGSTNNGIFQINSRRWCSNLTPWPlSrVCRMYCSDLLNPNLKDTVIC^ 

WEAWRHHCQGKDLTEWVDGCDF 

Important features: 
Signal peptide: 

-amino^acids- lr_18_ . . . _ 

N-myristoylation site, 
amino acids 67-72 

Homolgous region to Alpha- lac talbxunin / lysozyme C proteins* 
amino acids 34-58 (catalytic domain) , 111-132 and 66-107 



FIGURE 82 



AGCCGCTGCCCCGGGCCGGGCGCCCGCGGCGGCACCATGAGTCCCCGCTCGTGCCTGCGTTC 
GCTGCGCCTCCTCGTCTTCGCCGTCTTCTCAGCCGCCGCGAGCAACTGGCTGTACCTGGCCA 
AGCTGTCGTCGGTGGGGAGCATCTCAGAGGAGGAGACGTGCGAGAAACTCAAGGGCCTGATC 
CAGAGGCAGGTGCAGATGTGCAAGCGGAACCTGGAAGTCATGGACTCGGTGCGCCGCGGTGC 
CCAGCTGGCCATTGAGGAGTGCCAGTACCAGTTCCGGAACCGGCGCTGGAACTGCTCCACAC 
TCGACTCCTTGCCCGTCTTCGGCAAGGTGGTGACGCAAGGGACTCGGGAGGCGGCCTTCGTG 
TACGCCATCTCTTCGGCAGGTGTGGCCTTTGCAGTGACGCGGGCGTGCAGCAGTGGGGAGCT 
GGAGAAGTGCGGCTGTGACAGGACAGTGCATGGGGTCAGCCCACAGGGCTTCCAGTGGTCAG 
GATGCTCTGACAACATCGCCTACGGTGTGGCCTTCTCACAGTCGTTTGTGGATGTGCGGGAG 
-AGAAGCAAGGGGGCCTCGTCCAGCAGAGCCCTCATGAACCTCCACAAC^ 
GAAGGCCATCCTGACACACATGCGGGTGGAATGCAAGTGCCACGGGGTGTCAGGCTCCTGTG 
AGGTAAAGACGTGCTGGCGAGCCGTGCCGCCCTTCCGCCAGGTGGGTCACGCACTGAAGGAG 
AAGTTTGATGGTGCCACTGAGGTGGAGCCACGCCGCGTGGGCTCCTCCAGGGCACTGGTACC 
ACGCAACGCACAGTTCAAGCCGCACACAGATGAGGACCTGGTGTACTTGGAGCCTAGCCCCG 
ACTTCTGTGAGCAGGACATGCGCAGCGGCGTGCTGGGCACGAGGGGCCGCACATGCAACAAG 
ACGTCCAAGGCCATCGACGGCTGTGAGCTGCTGTGCTGTGGCCGCGGCTTCCACACGGCGCA 
GGTGGAGCTGGCTGAACGCTGCAGCTGCAAATTCCACTGGTGCTGCTTCGTCAAGTGCCGGC 
AGTGCCAGCGGCTCGTGGAGTTGCACACGTGCCGATGACCGCCTGCCTAGCCCTGCGCCGGC 
AACCACCTAGTGGCCCAGGGAAGGCCGATAATTTAAACAGTCTCCCACCACCTACCCCAAGA 
GATACTGGTTGTATTTTTTGTTCTGGTTTGGTTTTTGGGTCCTCATGTTATTTATTGCCGAA 
ACCAGGCAGGCAACCCCAAGGGCACCAACCAGGGCCTCCCC^^ 

GCCACTGACCAAAGGGACCTTGCTCGTGCCGCTGGCTGCCCGCATGTGGCTGCCACTGACCA 

CTO^GTTGTTATCTGTGTCCGTTTTTCTACTTGCAGACCTAAGGTGGAGTAACA^ 

TACa^CCACATGGCTACTGACCGTGTCATCGGGGAAGAGGGGGCCTTATGGCTlGGGA^^ 

GGTACCGACTTGATGGAAGTCACACCCTCTGGAAAAAAGAACTCTTAACTCTCCAGC^ 

TACACATGGACTCCTGGCAGCTTGAGCCTAGAAGCCATGTCTCTCAAATGCCCTGAGAAAGG 

GAACAAGCaiGATACCAGGTCy^GGGCACCAGGTTCATTTCAGCCCCT 

GGTTCGATATCTGTGGGTCCTTCCAGGCAAGAAGAGGGAGATGAGAGCAAGAGACGACTGAA 

GTCCCACCCTAGAACCCAGCCTGCCCCAGCCTGCCCCTGGGAAGAGGAAACTTAACCACTCC 

CCAGACCCACCTAGGCAG6CATATAGGCTGCCATCCTGGACCAGGGATCCCGGCTGTGCCTT 

TGCAGTCATGCCCGAGTCACCTTTCACAGCGCTGTTCCTCCATGAAACTGAAAAACAC^ 

ACACACAO^CACACACACaVCACACACAC^ 

GAGAGGGAGGAAAGGGCTGTGCCITTGC^^ 



FIGURE 83 



</usr/seqdb2/sst/DNA/Dnaseqs. min/ss.DNA48328 
<siibiinit 1 of 1, 351 aa, 1 stop 
<MW: 39052, pi: 8.97, NX(S/T) : 2 

MSPRSCLRSLRLLVFAVFSAAASIWLYLAKLSSVGSISEEETCEKLKGLIQRQVQMCK^ 

VMDSVRRGAQLAIEECQYQFRNRRWNCSTLDSLPWGKWTQGTREAAFVYAISSAGVAFAV 

TRACSSGELEKCGCDRTVHGVSPQGFQWSGCSDNIAYGVAFSQSFVDVRERSKGASSSRALM 

NLHNNEAGRKAILTHMRVECKCHGVSGSCEVKTCTO^VPPFRQVGHALKEK^ 

VGSSRALVPRNAQFKPHTDEDLVYLEPSPDFCEQDMRSGVLGTRGRTCNKTSKAIDGCELLC 

CGRGFHTAQVELAERCSCKFHWCCFVKCRQCQRLVELHTCR . 

Important features: 
Signal peptide: 
amino acids 1-22 

N-glycosylation sites. 

amino acids 88-91 and 297-300 

Wnt-1 family signature « 
amino acids 206-215 

Homologous region to Wnt-1 family proteins 

amino acids 183-235, 305-350, 97-138, 53-92 and 150 -174 



FIGURE 84 



CGGACGCGTGGGCGGACGCGTGGGCGGACGCGTGGGCGGACGCGTGGGCTGGGTGCCTGCAT 

CGCCATGGACACCACCT^GGTACT^GCAAGTGGGGCGGCAGCTCCGAGGAGGTCCCC^ 

CCTGGGGACGCTGGGTGCACTGGAGCAGGAGACCCCTCTTCTTGGCCCTGGCTGTCCTGGTC 

ACCACAGTCCTTTGGGCTGTGATTCTGAGTATCCTATTGTCCAAGGCCTCCACGGAGCGCGC 

GGCGCTGCTTGACGGCCACGACCTGCTGAGGACAAACGCCTCGAAGCAGACGGCGGCGCTGG 

GTGCCCTGAAGGAGGAGGTCGGAGACTGCCACAGCTGCTGCTCGGGGACGCAGGCGCAGCTG 

CAGACCACGCGCGCGGAGCTTGGGGAGGCGCAGGCGAAGCTGATGGAGCAGGAGAGCGCCCT 

GCGGGAACTGCGTGAGCGCGTGACCCAGGGCTTGGCTGAAGCCGGCAGGGGCCGTGAGGACG 

TCCGCACTGAGCTGTTCCGGGCGCTGGAGGCCGTGAGGCTCCAGAACAACTCCTGCGAGCCG 

TGCCCCACGTCGTGGCTGTCCTTCGAC^ 

GTGGGCGGCGGCGCAGGATCACTGCGCAGATGCCAGCGCGCACCTGGTGATCGTTGGGGGCC 

j3 TGGATGAGCAGGGCTTCCTCACTCGGAACACGCGTGGCCGTGGTTACTGGCTGGGCCTGAGG 
GCTGTGCGCCATCTGGGCAAGGTTCAGGGCTACCAGTGGGTGGACGGAGTCTCTCTCAGCTT 
CAGCCACTGGAACCAGGGAGAGCCCAATGACGCTTGGGGGCGCGAGAACTGTGTCATGATGC 
, jj" TGCACACGGGGCTGTGGAACGACGCACCGTGTGACAGCGAGAAGGACGGCTGGATCTGTGAG 

,p AAAAGGCACAACTGCTGACCCCGCCCAGTGCCCTGGAGCCGCGCCCATTGCAGC^ 

^ TCCTGGGGGCTGCTCT^CCTCCCTGGCTCCTGGAGCTGATTGCCAAAGAGTTTTTTTCTTCCT 

i— 

D CATCCACCGCTGCTGAGTCTCAGAAACACTTGGCCCAACATAGCCCTGTCCAGCCCAGTGCC 
P TGGGCTCTGGGACCTCCATGCCGACCTCATCCTAACTCCACTCACGCAGACCCAACCTAACC 
O TCCACTAGCTCCAAAATCCCTGCTCCTGCGTCCCCGTGATATGCCTCCACTTCTCTCCCTAA 
CCAAGGTTAGGTGACTGAGGACTGGAGCTGTTTGGTTTTCTCGCATTTTCCT^CCAAACTTO 
AGCTGTTTTTGO^GCCTGAGGAAGCATCAATAAATATTTGAGAAATGAAA 



FIGURE 85 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA56352 
<subimit 1 of 1, 293 aa, 1 stop 
<MW: 32562, pi: 6.53, NX(S/T): 2 

MDTTRYSKWGGSSEEVPGGPWGRWVHWSRRPLFLALAVLVTTVLWAVILSILLSK^ 

LLDGHDLLRTNASKQTAALGALKEEVGDCHSCCSGTQAQLQTTRAELGEAQAKLMEQESALR 

ELRERVTQGLAEAGRGREDVRTELFRALEAVRLQNNSCEPCPTSWLSFEGSCYFFSVPKTTW 

AAAQDHCADASAHLVIVGGLDEQGFLTRNTRGRGYWLGLRAVRHLGKVQGYQWVDGVSLSFS 

Hl^QGEPNDAWGRENCVMMLHTGLWNDAPOT 

^Important .features: i _ 

Type II transmembrane domain: 
amino acids 31-54 

N-glycosylation sites. 

amino acids 73-76 and 159-162 

Leucine zipper pattern* 
amino acids 102-123 

N-myristoylation sites. 

amino acids 18-23/ 133-138 and 242-247 

C-type lectin domain signature, 
amino acids 264-287 



FIGURE 86 



GCCAGGGGAAGAGGGTGATCCGACCCGGGGAAGGTCGCTGGGCAGGGCGAGTTGGGAAAGCG 
GCAGCCCCCGCCGCCCCCGCAGCCCCTTCTCCTCCTTTCTCCCACGTCCTATCTGCCTCTCG 
CTGGAGGCCAGGCCGTGCAGCATCGAAGACAGGAGGAACTGGAGCCTCATTGGCCGGCCCGG 
GGCGCCGGCCTCGGGCTTAAATAGGAGCTCCGGGCTCTGGCTGGGACCCGACCGCTGCCGGC 
CGCGCTCCCGCTGCTCCTGCCGGGTGATGGAAAACCCCAGCCCGGCCGCCGCCCTGGGCAAG 
GCCCTCTGCGCTCTCCTCCTGGGCACTCTCGGCGCCGCCGGCCAGCCTCTTGGGGGAGAGTC 
CATCTGTTCCGCCAGAGCCCCGGCCAAATACAGCATCACCTTCACGGGCAAGTGGAGCCAGA 
CGGCCTTCCCCAAGCAGTACCCCCTGTTCCGCCCCCCTGCGCAGTGGTCTTCGCTGCTGGGG 
GCCGCGCATAGCTCCGACTACAGCATGTGGAGGAAGAACCAGTACGTCAGTAACGGGCTGCG 
CGACTTTGCGGAGCGCGG 

CGCTGCAGAGCGTGCACGAGGTGTTTTCGGCGCCCGCCGTCCCCAGCGGCACCGGGCAGACG 

TCGGCGGAGCTGGAGGTGCAGCGCAGGCACTCGCTGGTCTCGTTTGTGGTGCGCATCGTGCC 

CAGCCCCGACTGGTTCGTGGGCGTGGACAGCCTGGACCTGTGCGACGGGGACCGTTGGCGGG 

AACAGGCGGCGGTGGACCTGTACCCCTACGACGCCGGGACGGACAGCGGCTTCACCTTCTCC 

TCCCCCAACTTCGCCACCATCGCGCAGGACACGGTGACCGAGATAACGTCCTCCTCTCCCAGl 

CGACCCGGCCAACTCCTTCTACTACCCGCGGCTGAAGGCCCTGCCTCCCATCGCCAGGGTGA 

CACTGCTGCGGCTGCGACAGAGCCCCAGGGCCTTCATCCCTCCCGCCCCAGTCCTGCCCAGC 

AGGGACAATGAGATTGTAGACAGCGCCTCAGTTCCAGAAACGCCGCTGGACTGCGAGGTCTC 

CCTGTGGTCGTCCTGGGGACTGTGCGGAGGCCACTGTGGGAGGCTCGGGACCAAGAGCAGGA 

CTCGCTACGTCCGGGTCCAGCCCGCCAACAACGGGAGCCCCTGCCCCGAGCTCGAAGAAGAG 

GCTGAGTGCGTCCCTGATAACTGCGTCTAAGACCAGAGCCCCGCAGCCCCTGGGGCCCCCCG 

GAGCCATGGGGTGTCGGGGGCTCCTGTGCAGGCTCATGCTGCAGGCGGCCGAGGGCACAGGG 

GGTTTCGCGCTGCTCCTGACCGCGGTGAGGCCGCGCCGACCATCTCTGCACTGAAGGGCCCT 

CTGGTGGCCGGCACGGGCATTGGGAAACAGCCTCCTCCTTTCCCAACCTTGCTTCTTAGGGG 

CCCCCGTGTCCCGTCTGCTCTCAGCCTCCTCCTCCTGCAGGATAAAGTCATCCCCAAGGCTC 

CAGCTACTCTAAATTATGTCTCCTTATAAGTTATTGCTGCTCCAGGAGATTGTCCTTCATCG 

TCGAGGGGCCTGGCTCCCACGTGGTTGCAGATACCTCAGACCTGGTGCTCTAGGCTGTGCTG 

AGCCCACTCTCCCGAGGGCGCATCCAAGCGGGGGCCACTTGAGAAGTGAATAAATGGGGCGG 

TTTCGGAAGCGTCAGTGTTTCCATGTTATGGATCTCTCTGCGTTTGAATAAAGACTATCTCT . 

GTTGCTCACAAAAAAAAAAAAAAAAAAAAAAAAAT^AAAAAAAAAAAA 



FIGURE 87 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA53971 
xsiabimit 1 of 1, 331 aa, 1 stop 
xMW: 35844, pi: 5 .45, NX (S/T) : 2 

MENPSPAAALGKALCALLLATLGAAGQPLGGESICSARAPAKYSITFTGKWSQTAFPKQYPL 

FRPPAQWSSLLGAAHSSDYSMWRKNQYVSNGLRDFAERGEAWALMKEIEAAGEAL^ 

SAPAVPSGTGQTSAELEVQRRHSLVSFWRIVPSPDWFVGVDSLDLCDGDRWREQAALDLYP 

YDAGTDS6FTFSSPNFATIPQDTVTEITSSSPSHPANSFYYPRLKALPPIARVTLLRLRQSP 

RAFIPPAPVLPSRDNEIVDSASVPETPLDCEVSLWSSWGLCGGHCGRLGTKSRTRYVRVQPA 

NNGSPCPELEEEAECVPDNCV 



Important features: 
Signal peptide: 
amino acids 1-26 



FIGURE 88 



GGCGGCGTCCGTGAGGGGCTCCTTTGGGCAGGGGTAGTGTTTGGTGTCCCTGTCTTGCGTGA 

TATTGACT^CTGAAGCTTTCCTGCT^CCACTGGACTTAAGGAAGAGTGTACTCGTAGGCG^ 

CAGCTTTAGTGGCCGGCCGGCCGCTCTCATCCCCCGTAAGGAGCAGAGTCCTTTGTACTGAG 

CAA GATGA GCAACATCTACATCCAGGAGCCTCCCACGAATGGGAAGGTTTTATTGAAAACTA 

CAGCTGGAGATATTGACATAGAGTTGTGGTCCAAAGAAGCTCCTAAAGCTTGCAGAAATTTT 

ATCCAACTTTGTTTGGAAGCTTATTATGACAATACCATTTTTCATAGAGTTGTGCGTGGTTT 

CATAGTCCAAGGCGGAGATCCTACTGGCACAGGGAGTGGTGGAGAGTCTATCTATGGAGCGC 

CATTCAAAGATGAATTTCATTCACGGTTGCGTTTTAATCGGAGAGGACTGGTTGCCATGGCA 

AATGCTGGTTCTCATGATAATGGCAGCCAGTTTTTCTTCACACTGGGTCGAGCAGATGAACT 

TAACAATAAGCATACCATCTTTGGAi^GGTTA^^ 

TGTCAGAAGTAGACATTGATGATGACGAAAGACCACATAATCCACACAAAATAAAAAGCTGT 

GAGGTTTTGTTTAATCCTTTTGATGACATCATTCCAAGGGAAATTAAAAGGCTGAAAAAAGA 

GAAACCAGAGGAGGAAGTAAAGAAATTGAAACCCAAAGGCACAAAAAATTTTAGTTTACTTT 

CATTTGGAGAGGAAGCTGAGGAAGAAGAGGAGGAAGTAAATCGAGTTAGTCAGAGCATGAAG 

GGCAAAAGCAAAAGTAGTCATGACTTGCTTAAGGATGATCCACATCTCAGTTCTGTTCCAGT 

TGTAGAAAGTGAAAAAGGTGATGCACCAGATTTAGTTGATGATGGAGAAGATGAAAGTGCAG 

AGCATGATGAATATATTGATGGTGATGAAAAGAACCTGATGAGAGAAAGAATTGCCAAAAAA 

TTAAAAAAGGACACAAGTGCGAATGTrAAATCAGCTtMAGAAGGAGAAGTGG 

AGTCAGCCGCAGTGAAGAGCTCAGAAAAGAAGCAAGACAATTAAAACGGGAACTCTTAGCAG 

CAAAACAAAAAAAAGTAGAAAATGCAGCAAAACAAGC^GAAAAAAGAAGT^ 

GCCCCTCCAGATGGTGCTGTTGCCGAATACAGAAGAGAAAAGCAAAAGTATGAAGCTTTGAG 

GAAGCAACAGTCAAAGAAGGGAACTTCCCGGGAAGATCAGACCCTTGGACTGCTGAACC^ 

TTAAATCTAAACTCACTCAAGCAATTGCTGAAACACCTGAAAATGACATTCCTGAAACAGAA 

GTAGAAGATGATGAAGGATGGATGTCACATGTACTTC^GTTTGAGQATAAAAGCAGAi^ 

GAAAGATGCAAGCATGCAAQACTCA6ATAGATTTGAAATCTATGATCCT 

ATAAAAGAAGGAGGGAAGAAAGCAAAAAGCTGATGAGAGAGAAAAAAGAAAGAAC^ 

GAGAATAATGATAACCAGAACTTGCTGGAAATGTGCCTACAATGGCCTTGTAACAGCCATTC 

TTCCCAACAGCATCACTTAGGGGTGTGAAAAGAAGTATTTTTGAACCTGTTGTCTGGTTTTG 

AAAAACAATTATCTTGTTTTGCAAATTGTGGAATGATGTAAGCAAATGCTTTTGGTTACT 

TACATGTGTTTTTTCCTAGCTGACCTTTTATATTGCTAAATCTGAAATAAAATAACTTTCCT 

TCCACAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 89 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA50919 
xsubunit 1 of 1, 472 aa, 1 stop 
XMW: 53847, pi: 5.75, NX(S/T): 2 

MSNIYIQEPPTNGKAn^LKTTAGDIDIELWSKEAPKACRNFIQLCLEAYYDNTIFHRWP^ 

VQGGDPTGTGSGGESIYGAPFKDEFHSRLRFNRRGLVAMANAGSHDNGSQFFFTLGRADELN 

NKHTIFGKVTGDTVYmLRLSEVDIDDDERPHNPHKIKSCEVLFNPFDDIIP^ 

PEEEVKKLKPKGTKNFSLLSFGEEAEEEEEEVNRVSQSMKGKSKSSHDLLKDDPHLSSVPW 

ESEKGDAPDLVDDGEDESAEHDEYIDGDEKNLMRERIAKXLKKDTSANVKSAGEGE^ 

SRSEELRKEARQLKRELLAAKQKKVENAAKQAEIOISEEEEAPPDGAVAEYRREKQKYEAIJ^ 

QQSKKGTSREDQTLi^IJ^ _ 

DASMQDSDTFEIYDPRNPVNKRRREESKKLMREKKERR 

Important features: 
Signal peptide: 
amino acids 1-21 

N-glycosylation sites. 

amino acids 109-112 and 201-204 

Cyclophilin-type pep t idyl -prolyl cis- trans isomerase signature, 
amino acids 49-66 

Homologous region to Cyclophilin-type pept idyl -prolyl cis-trcuis 
isomerase 

amino acids 96-140, 49-89 and 22-51. 



FIGURE 90 

CGCCGCCGTTGGGGCTGGAAGTTCCCGCCAGGTCCGTGCCGGGCGAGAGAGATGCTGCCCGG 
CCCGCCTCGGCTTTGAGGCGAGAGAAGTGTCCCAGACCCyVTTTCGCCTTGCTGACGGCGTCG 
AGCCCTGGCCAGACATGTCCACAGGGTTCTCCTTCGGGTCCGGGACTCTGGGCTCCACCACC 
GTGGCCGCCGGCGGGACCAGCACAGGCGGCGTTTTCTCCTTCGGAACGGGAACGTCTAGCAA 
CCCTTCTGTGGGGCTCT^TTTTGGAAATCTTGGAAGTACTTCAACTCCAGC;^ 
CTCCTTCAAGTGGTTTTGGAACCGGGCTCTTTGGATCTAAACCTGCCACTGGGTTCACTCTA 
GGAGGAACAAATACAGGTGCCTTGCACACCAAGAGGCCTCAAGTGGTCACCAAATATGGAAC 
CCTGCAAGGAAAAO^GATGO^TGTGGGGAAGACACCCT^TCCAAGTCTT^ 
TCTCCAGACCTCCTCTAGGTATCCTCAGGTTTGCACCTCCAGAACCCCCGGAGCCCTGGAAA 
GGAATCAGAGATGCTACCACCTACCCGCCTGGATGGAGTCTCGCTCTGTCGCCAGGCTGGAG 
TGCAGTGGCACGATCTCGGCTCACTGCAACCTCCGCCTCGCGGGTTCAAGCGAGTCTCCTGC 
CTCAGCCTCTGAGTGTCTGGGGCTACAGGTGCCTGCAGGAGTCCTGGGGCCAGCTGGCCTCG 
ATGTACGTCAGCACGCGGGAACGGTACAAGTGGCTGCGCTTCAGCGAGGACTGTCTGTACCT 
GAACGTGTACGCGCCGGCGCGCGCGCCCGGGGATCCCCAGCTGCCAGTGATGGTCTGGTTCC 
"CGGGAGGCGCCTTCATCGTGGGCGCTGCTTCTTCGTACGAGGGCTCTGACTTGGCCGCCCGC ~ 
GAGAAAGTGGTGCTGGTGTTTCTGCAGCACAGGCTCGGCATCTTCGGCTTCCTGAGCACGGA 
CGACAGCCACGCGCGCGGGAACTGGGGGCTGCTGGACCAGATGGCGGCTCTGCGCTGGGTGC 
AGGAGAACATCGCAGCCTTCGGGGGAGACCCAGGAAATGTGACCCTGTTCGGCCAGTCGGCG 
GGGGCCATGAGCATCTCAGGACTGATGATGTCACCCCTAGCCTCGGGTCTCTTCCATCGGGC 
CATTTCCCAGAGTGGCACCGCGTTATTCAGACTTTTCATCACTAGTAACCCACTGAT^GTGG 
CCAAGAAGGTTGCCCACCTGGCTGGATGCAACCACAACAGCACA 

CTGAGGGCACTATO^GGGACCAAGGTGATGCGTGTGTCCAACAAGATGAGATTCCTCCAA^ 

GAACTTCCAGAGAGACCCGGAAGAGATTATCTGGTCCATGAGCCCTGTGGTGGATGGTGTGG 

TGATCCCAGATGACCCTTTGGTGCTCCTGACCCAGGGGAAGGTTTCATCTGTGCCCTACCTT 

CTAGGTGTCAACAACCTGGAATTCAATTGGCTCTTGCCTTATAATATCACC^G^ 

ACCACTTGTGGTGGAGGAGTACCTGGAC^TGTCAATGAGCATGACTGGAAGATGCTACGAA 

ACCGTATGATGGACATAGTTCAAGATGCCACTTTCGTGTATGCCACACTGCAGACTGCTCAC 

TACCTICCGAGAAACCCCAATGATGGGAATCTGCCCTGCTGGCCACGCTACAAC^ 

AAGTACCTGCAGCTGGATTTTACCACAAGAGTGGGCATCAAGCTCAAGGAGAAGAAGATGG 

TTTTTGGATGAGTCTGTACCAGTCTCAAAGACCTGAGAAGCAGAGGCAATTCTAAGGGTGGC 

TATGCAGGAAGGAGCCAAAGAGGGGTTTGCCCCCT^CCATCCAGGCCCTGGGGAGACTAGCCA 

TGGACATACCTGGGGACAAGAGTTCTACCCACCCCAGTTTAGAACTGCAGGAGCTCCCTGCT 

GCCTCCAGGCCAAAGCTAGAGCTTTTGCCTGTTGTGTGGGACCTGCACTGCCCTTTCCAGCC 

TGACATCCCATGATGCCCCTCTACTTCACTGTTGACATCCAGTTAGGCCAGGCCCTGTC^ 

ACCACACTGTGCTCAGCTCTCCAGCCTCAGGACAACCTCTTTTTTTCCCTTCTTCAAATCCT 

CCCACCCTTCAATGTCTCCTTGTGACTCCTTCTTATGGGAGGTCGACCCAGACTGCCACTGC 

CCCTGTCACTGCACCCTIGCTTGGCATTTACCATCCATCCTGCTCAACCTTGTTCG^ 

TCACATTGGCCTGGAGGCCTAGGGCAGGTTGTGACATGGAGCAAACTTTTGGTAGTTTGGGA 

TCTTCTCTCCCACCCACACTTATCTCCCCCAGGGCCACTCCAAAGTCTATACACAGGGGTGG 

TCTCTTCAATAAAGAAGTGTTGATTAGAAAAAAAAAAA 



FIGURE 91 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA44179 
<subimit 1 of 1, 545 aa, 1 stop 
<MW: 58934/ pi: 9.45, NX(S/T) : 4 

MSTGFSFGSGTLGSTTVAAGGTSTGGVFSFGTGTSSNPSVGLNFGNLGSTSTPATTSAPSSG 
FGTGLFGSKPATGFTLGGTNTGALHTKRPQVVTKYGTLQGKQMHVGK^ 

LGILRFAPPEPPEPWKGIRDATTYPPGWSLALSPGWSAVARSRLTATSASRVQASLLPQPLS 

WGYRCLQESWGQIlASMYVSTRERyKOTJRFSEDCLYLNVYAPARAPGDPQLP^^^ 

IVGAASSYEGSDLAAREKVVLVFLQHRLGIFGFLSTDDSHARGNWGLLDQMAALRWQ 

AFGGDPGNVTLFGQSAGAMSISGLMMSPLASGLFHRAISQSGTALFRLFITSNPLKVAKKVA 

HLAGCNHNSTQILWCLRALSGTKVMR 

PLVLLTQGKVSSVPYLLGVmLEFNWLLPraiTKEQVPLVVEEYIiDNWEm 
IVQDATFVYATLQTAHYHRETPMMGICPAGHATTRMKSTCSWILPQEWA 

Important features: 
Signal peptide: 
amino acids 1-29 

Carboxylesterases type-B serine active site, 
amino acids 312-327 

Carboxylesterases type-B signature 2. 

amino acids 218-228 

N-glycosylation sites. 

amino acids 318-321, 380-383 and 465-468 



FIGURE 92 



GAGAACAGGCCTGTCTCAGGCAGGCCCTGCGCCTCCTATGCGGAGATGCTACTGCCACTGCT 

GCTGTCCTCGCTGCTGGGCGGGTCCCAGGCTATGGATGGGAGATTCTGGATACGAGTGCAGG 

AGTCAGTGATGGTGCCGGAGGGCCTGTGCATCTCTGTGCCCTGCTCTTTCTCCTACCCCCGA 

CAAGACTGGACAGGGTCTACCCCAGCTTATGGCTACTGGTTCAAAGCAGTGACTGAGACAAC 

CAAGGGTGCTCCTGTGGCCACAAACCACCAGAGTCGAGAGGTGGAAATGAGC^CCCGGGG^^ 

GATTCCAGCTCACTGGGGATCCCGCCAAGGGGAACTGCTCCTTGGTGATCAGAGACGCGCAG 

ATGCAGGATGAGTCACAGTACTTCTTTCGGGTGGAGAGAGGAAGCTATGTGACATATAATTT 

CATGAACGATGGGTTCTTTCTAAAAGTAACAGTGCTCAGCTTCACGCCCAGACCCCAGGACC 

ACAACACCGACCTCACCTGCCATGTGGACTTCTCCAGAAAGGGTGTGAGCGCACAGAGGACC 

GTCCGACTCCGTGTGGCCTATGCCCCCAGAGACCTTGTTATCAGCATTTCACGTGACAACAC 

GCCAGCCCTGGAGCCCCAGCCCCAGGGAAATGTCCCATACCTGGAAGCCCAAAAAGGCCAGT 

TCCTGCGGCTCCTCTGTGCTGCTGACAGCCAGCCCCCTGCCACACTGAGCTGGGTCCTGCAG 

AACAGAGTCCTCTCCTCGTCCCATCCCTGGGGCCCTAGACCCCTGGGGCTGGAGCTGCCCGG. 

GGTGAAGGCTGGGGATTCAGGGCGCTAGACCTGCCGAGCGGAGAACAGGCTTGGCTCCC^ 

AGCGAGCCCTGGACCTCTCTGTGCAGTATCCTCCAGAGAACCTGAGAGTGATGGTTTCCCAA 

GCAAACAGGACAGTCCTGGAAAACCTTGGGAACGGCACGTCTCTCCCAGTACTGGAGGGCCA 

AAGCCTGTGCCTGGTCTGTGTCACACACAGCAGCCCCCCAGCCAGGCTGAGCTGGACC(^ 

GGGGACAGGTTCTGAGCCCCTCCCAGCCCTCAGACCCCGGGGTCCTGGAGCTGCCTCGGGTT 

CAAGTGGAGCACGAAGGAGAGTTCACCTGCCACGCTCGGCACCCACTGGGCTCCCAGCACGT 

CTCTGTCAGCCTCTCCGTGCACTATAAGAAGGGACTCATCTCAACGGCATTCTCC^ 

CGTTTCTGGGAATCGGCATCACGGCTCTTCTTTTCCTGTGCCTGGCCCTGATCATCATGAAG 

ATTCTACCGAAGAGACGGACTCAGACAGAAACCCGGAGGCCCAGGTTGTCCCGGCACAGCAC 

GATCCTGGATTACATCAATGTGGTCCCGACGGCTGGCCCCCTGGCTCAGAAGCGGAATCAGA 

AAGCCACACCAAACAGTCCTCGGACCCCTCCTCCACCAGGTGCTCCCTCCCCAGAATCAAAG 

AAGAACCAGAAAAAGCAGTATCAGTTGCCCAGTTTCCCAGAACCCAAATCATCCACTCAAGC 

CCCAGAATCCCAGGAGAGCCAAGAGGAGCTCCATTATGCCACGCTCAACTTCCCAGGCGTCA 

GACCCAGGCCTGAGGCCCGGATGCCCAAGGGCACCCAGGCGGATTATGCAGAAGTCAAGTTC 

CAATGAGGGTCTCTTAGGCTTTAGGACTGGGACTTCGGCTAGGGAGGAAGGTAGAGTAAGAG 

GTTGAAGATAACAGAGTGCAAAGTTTCCTTCTCTCCCTCTCTCTCTCTCTTTCTCTCTCTCT 

CTCTCTTTCTGTCTCTTTTAAAAAAACATCTGGCCAGGGCACAGTGGCTCACGCCTGTAATC 

CCAGCACTTTGGGAGGTTGAGGTGGGCAGATCGCCTGAGGTCGGGAGTTCGAGACCAGCCTG 

GCCAACTTGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCAGG 

CGGCTGTAATCCTACCTACTTGGGAAGCTGAGGCAGGAGAATCACTTGAACCTGGGAGACGG 

AGGTTGCAGTGAGCCAAGATCACACCATTGCACGCCAGCCTGGGCAACAAAGCGAGACTCCA 

TCTCAAAAAAAAAATCCTCCAAATGGGTTGGGTGTCTGTAATCCCAGCACTTTGGGAGGCTA 

AGGTGGGTGGATTGCTTGAGCCCAGGAGTTCGAGACCAGCCTGGGCAACATGGTGAAACCCC 

ATCTCTACAT^AAAAfACAAAACATAGCTGGGCTTGGTGGTGTGTGCCTGTAGTCCCAGCTGT 

CAGACATTTAAACCAGAGCAACTCCATCTGGAATAGGAGCTGAATAAAATGAGGCTGAGACC 

TACTGGGCTGCATTCTCAGACAGTGGAGGCATTCTAAGTCACAGGATGAGACAGGAGGTCCG 

TACAAGATACAGGTCATAAAGACTTTGCTGATAAAACAGATTGCAGTAAAGAAGCCAACCAA 

ATCCCACCAAAACCAAGTTGGCCACGAGAGTGACCTCTGGTCGTCCTCACTGCTACACTCCT 

GACAGCACCATGACAGTTTACAAATGCCATGGCAACATCAGGAAGTTACCCGATATGTCCCA 

AAAGGGGGAGGAATGAATAATCCACCCCTTGTTTAGCAAATAAGCAAGAAATAACCATAAAA 

GTGGGCAACCAGCAGCTCTAGGCGCTGCTCTTGTCTATGGAGTAGCCATTCTTTTGTTCCTT 

TACTTTCTTAATAAACTTGCTTTCACCTTAAAAAAA 



FIGURE 93 

></usr/seqdb2/sst/DNA/Dnaseqs.Tnin/ss.DNA54002 
xsubunit 1 of 1, 544 aa, 1 stop 
xMW: 60268, pi: 9.53, NX{S/T): 3 

MLLPLLLSSLLGGSQAMDGRFWIRVQESVMVPEGLCISVPCSFSYPRQDWTGSTPAYGYWFK 

AVTETTKGAPVATNHQSREVEMSTRGRFQLTGDPAKGNCSLVIRDAQMQDESQYFFRVERGS 

YVTYNFMiroGFFLKVTVLSFTPRPQDHNTDLTCHVDFSRKGVSAQRT^ 

ISRDNTPALEPQPQGNVPYLEAQKGQFLRLLCAADSQPPATLSWVLQNRVLSSSHPWGPRPL 

GLELPGVKAGDSGRYTCRAENRLGSQQRALDLSVQYPPENLRVMVSQANRTVLENLGNGTSL 

PVLEGQSLCLVCVTHSSPPARLSWTQRGQVLSPSQPSDPGVLELPRVQVEHEGEFTCHARHP 

LGSQHVSLSLSVHYKKGLISTAFSNGAELGIGITALLFLCLALI IMKILPIOIRTQTETPRPR 

FSRHSTILDYINWPTAGPLAQKRNQKATPNSPRTPPPPGAPSPESKKNQKKQYQLPSFPEP 

KSSTQAPESQESQEELHYATLNFPGVRPRPEARMPKGTQADYAEVKFQ 

Important features: 
Signal peptide: 
amino acids 1-15 

Transmembrane domain: 
amino acids 399-418 

N-glycosylation site. 

amino acids 100-103, 297-300 and 306-309 

Immunoglobulins and major histocompatibility complex proteins 
signature. 

amino acids 365-371. 



FIGURE 94 



tgi^gagtaatagttggaatcaaaagagtcaacgca atga actgttatttactgctgcgttt 

tatgttgggaattcctctcctatggccttgtcttggagcaacagaaaactctcaaacaaaga 

aagtcaagcagccagtgcgatctcatttgagagtgaagcgtggctgggtgtggaaccaattt 

tttgtaccagaggaaatgaatacgactagtcatcacatcggccagctaagatctgatttaga 

caatggaaacaattctttccagtacaagcttttgggagctggagctggaagtacttttatc^^ 

ttgatgaaagaacaggtgacatatatgccatacagaagcttgatagagaggagcgatccctc 

tacatcttaagagcccaggtaatagacatcgctactggaagggctgtggaacctgagtctga 

gtttgtcatcaaagtttcggatatcaatgacaatgaaccaaaattcctagatg;^ 

aggccattgtaccagagatgtctccagaaggaacattagttatccaggtgacagcaagtgat 

gctgacgatccctcaagtggtaataatgctcgtctcctctacagcttacttcaaggccagcc 

atatttttctgttgaaccaacaacaggagtcataagaatatcttctaaaatggataga 

tgcaagatgagtattgggtaatcattcaagccaaggacatgattggtcagccaggagcgttg 

tctggaacaacaagtgtattaattaaactttcagatgttaatgactuvtaagcctatattt 

agaaagtttatagggcttgactgtctctgaatctgcacccactgggacttctataggaacaa 

tcatggcatatgataatgacataggagagaatgeagaaatggattacagcattgaagaggat - 

gattcgcaaacatttgacattattactaatcatgaaactcaagaaggaatagttatattaaa 

aaagaaagtggattttgagcaccagaaccactacggtattagagcaaaagttaaaaaccatc 

atgttcctgagcagctcatgaagtaccacactgaggcttccaccactttcattaagatccag 

gtggaagatgttgatgagcctcctcttttcctccttccatattatgtatttgaagtttttga 

agaaaccccacagggatcatttgtaggcgtggtgtctgccacagacccagacaataggaaa^ 

ctcctatcaggtattctattactaggagcaaagtgttcaatatcaatgataatggtacaatc 

actacaagtaactcactggatcgtgaaatcagtgcttggtacaacctaagtattacagccac 

agaaaaatacaatatagaacagatctcttcgatcccactgtatgtgcaagttcttaacatca 

atgatcatgctcctgagttctctcaatactatgagacttatgtttgtgaaaatgcaggctct 

ggtcaggtaattcagactatcagtgcagtggatagagatg7atccatagaagagcaccattt 

ttactttaatctatctgtagaagacactaacaattcaagttttacaatcatagataatcaag 

ataacacagctgtcattttgactaatagaactggttttaaccttcaagaagaacctgtcttc 

tacatctccatcttaattgccgacaatggaatcccgtcacttacaagtacaaacacccttac 

catccatgtctgtgactgtggtgacagtgggagcacacagacctgccagtaccaggagcttg 

tgctttccatgggattcaagacagaagttatcattgctattctcatttgcattatgatgata 

TTTGGGTTTATTTTTTTGACTTTGGGTTTAAAACAACGGAGAAAACAGATTCTATTTCCTGA 
GAAAAGTGAAGATTTCAGAGAGAATATATTCCAATATGATGATGAAGGGGGTGGAGAAGAAG 
ATACAGAGGCCTTTGATATAGCAGAGCTGAGGAGTAGTACCATAATGCGGGAACGCAAGACT 
CGGAAAACCACAAGCGCTGAGATCACMAGCCTATACAGGCAGTCTTTGCAAGTTGGCCCCGA 
CAGTGCCATATTCAGGAAATTCATTCTGGAAAAGCTCGAAGAAGCTAATACTGATCCGTGTG 
CCCCTCCTTTTGATTCCCTCCAGACCTACGCTTTTGAGGGAACAGGGTCATTAGCTGGATCC 
CTGAGCTCCTTAGAATCAGCAGTCTCTGATCAGGATGAAAGCTATGATTACCTTAATGAGTT 
GGGACCTCGCTTTAAAAGATTAGCATGCATGTTTGGTTCTGCAGTGCAGTCAAATAATTAGG 
GCTTTTTACCATCAAAATTTTTAAAAGTGCTAATGTGTATTCGAACCCAATGGTAGTCTTAA 
AGAGTTTTGTGCCCTGGCTCTATGGCGGGGAAAGCCCTAGTCTATGGAGTTTTCTGATTTCC 
CTGGAGTAAATACTCCATGGTTATTTTAAGCTACCTACATGCTGTCATTGAACAGAGATGTG 
GGGAGAAATGTAAACAATCAGCTCACAGGCATCAATACAACCAGATTTGAAGTAAAATAATG 
TAGGAAGATATTAAAAGTAGATGAGAGGACACAAGATGTAGTCGATCCTTATGCGATTATAT 
CATTATTTACTTAGGAAAGAGTAAAAATACCAAACGAGAAAATTTAAAGGAGCAAAAATTTG 
CAAGTCAAATAGAAATGTACAAATCGAGATAACATTTACATTTCTATCATATTGACATGAAA 
ATTGAAAATGTATAGTCAGAGAAATTTTCATGAATTATTCCATGAAGTATTGTTTCCTTTAT 
TTAAA 



FIGURE 95 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA53906 
xsubiinit 1 of 1, 772 aa, 1 stop 
XMW: 87002, pi: 4.64, NX(S/T): 8 

MNCYLLLRFMLGIPLLWPCLGATENSQTKKVKQPWSHLRVKRGWVl^QFFVPEEl^ 
IGQLRSDLDNGNNSFQYKLLGAGAGSTFIIDERTGDIYAIQKLDREERSLYILRAQVIDIAT 
GRAVEPESEFVIKVSDINDNEPKFLDEPYEAIVPEMSPEGTLVIQVTASDADDPSSGNNARL 
LYSLLQGQPYFSVEPTTGVIRISSKMDRELQDEYWVIIQAKDMIGQPGALSGTTSVLIKLSD 

. VNDNKPIFKESLYRLTVSESAPTGTSIGTIMAYDNDIGENAEMDYSIEEDDSQTFDI ITNHE 
TQEGIVILKKK^FEHQNHYGIRAKVKNHHVPEQUyiK^ 

_ PYYyraVFEETPQGSByG 

WYNLSITATEKYNIEQISSIPLYVQVLNINDHAPEFSQYYETYVCENAGSGQVIQTISA^ 

DESIEEHHFYFNLSVEDTNNSSFTIIDNQDNTAVILTNRTGFNLQEEPVFYISILIADNGIP 

SLTSTNTLTIHVODCGDSGSTQTCQYQELVLSMGFKTEVIIAILICIMIIFGFIFLTLGLKQ 

RRKQILFPEKSEDFRENIFQYDDEGGGEEDTEAFDIAELRSSTIMRERKTRKTTSAEIRSLY 

RQSLQVGPDSAIFTOTILEKLEEA]m)PCAPPFDSLQTYAFEGTGSLAGSLSSLESA^^ 

ESYDYLNELGPRFKRLACMFGSAVQSNN 

Important features: 
Signal peptide: 
amino acids 1-21 

Transmembrane domain: 

amino. acids 597-617 

N-glycosylation sites. 

amino acids 57-60, 74-77, 419-423, 437-440, 508-511, 515-518, 
516-519 and 534-537 

Cadherins extracellular repeated domain signature, 
amino acids 136-146 and 244-254 



FIGURE 96 



ATTTCAAGGCCAGCCATATTTTTNTGTTGAACCAACAACAGGAGTCTITAAGAAT^^ 

AAATGGATAGAGAACTGCAAGATGAGTATTGGGTAATCATTCAAGCCAAGGACATGATTGGT 

CAGCCAGGAGCGTTGTNTGGAACAACAAGTGTATTAATTAAACTTTCAGATGTTAATGACAA 

TAAGCCTATATTTAAAGAAAGTTTATACCGCTTGACTGTNTNTGAATCTGCACCCACTGGGA 

NTTNTATAGGAACAATCATGGCATATGATAATGACATAGGAGAGAATGCAGAAATGGATTAC 

AGCATTGAAGAGGATGATTCGCAAACATTTGACATTATT 



FIGURE 97 



GCAACCTCAGCTTCTAGTATCCAGACTCCAGCGCCGCCCCGGGCGCGGACCCCAACCCCGAC 

CCAGAGCTTCTCCAGCGGCGGCGCAGCGAGCAGGGCTCCCCGCCTTAACTTCCTCCGCGGGG 

CCCAGCCACCTTCGGGAGTCCGGGTTGCCCACCTGCAAACTCTCCGCCTTCTGCACCTGCCA 

CCCCTGAGCCAGCGCGGGCCCCCGAGCGAGTCATGGCCAACGCGGGGCTGCAGCTGTTGGGC 

TTCATTCTCGCCTTCCTGGGATGGATCGGCGCCATCGTCAGCACTGCCCTGCCCCAGTGGAG 

GATTTACTCCTATGCCGGCGACAACATCGTGACCGCCCAGGCCATGTACGAGGGGCTGTGGA 

TGTCCTGCGTGTCGCAGAGCACCGGGCAGATCCAGTGCAAAGTCTTTGACTCCTTGCTGAAT 

CTGAGCAGCACATTGCAAGCAACCCGTGCCTTGATGGTGGTTGGCATCCTCCTGGGAGTGAT 

AGCAATCTTTGTGGCCACCGTTGGCATGAAGTGTATGAAGTGCTTGGAAGACGATGAGGTGC 

AGAAGATGAGGATGGCTGTCATTGGGGGTGCGATATTTCTTCTTGCAGGTCTGGCTATTTTA 

GTTGCCACAGCATGGTATGGCAATAGAATCGTTCAAGAATTCTATGACCCTATGACCCCAGT 

CAATGCCAGGTACGAATTTGGTCAGGCTCTCTTCACTGGCTGGGCTGCTGCTTCTCTCTGCC 

TTCTGGGAGGTGCCCTACTTTGCTGTTCCTGTCCGCGAAAAACAACCTCTTACCCAACACCA 

AGGCCCTATCCAAAACCTGCACCTTCCAGCGGGAAAGACTACGTGTGACACAGAGGCAAAAG 

GAGAAAATCATGTTGAAACiAAACCGAAAATGGACATTGAGATACTATCATTAACATTAGGAC 

CTTAGAATTTTGGGTATTGTAATCTGAAGTATGGTATTACAAAACAAACAAACAAACAAAAA 

ACCCATGTGTTAAAATACTCAGTGCTAAACATGGCTTAATCTTATTTTATCTTCTTTCCTCA 

ATATAGGAGGGAAGATTTTTCCATTTGTATTACTGCTTCCCATTGAGTAATCATACTCAAAT 

GGGGGAAGGGGTGCTCCTTAAATATATATAGATATGTATATATACATGTTTTTCTATTAAAA 

ATAGACAGTAAAATACTATTCTCATTATGTTGATACTAGCATACTTAAAATATCTCTAAAAT 

AGGTAAATGTATTTAATTCCATATTGATGAAGATGTTTATTGGTATATTTTCTTTTTCGTCC 

TTATATACATATGTAACAGTCAAATATCATTTACTCTTCTTCATTAGCTTTGGGTGCCTTTG 

CCT^CAAGACCTAGCCTAATTTACCAAGGATGAATTCTTTCAATTCTTCATGCGTGCCCTTTT 

CATATACTTATTTTATTTTTTACCATAATCTTATAGCACTTGCATCGTTATTAAGCCCTTAT 

TTGTTTTGTGTTTCATTGGTCTCTATCTCCTGAATCTAACACATTTCATAGCCTACATTTTA 

GTTTCTAAAGCCAAGAAGAATTTATTACAAATCAGAACTTTGGAGGCAAATCTTTCTGCATG 

ACCAAAGTGATAAATTCCTGTTGACCTTCCCACACAATCCCTGTACTCTGACCCATAGCACT 

CTTGTTTGCTTTGAAAATATTTGTCCAATTGAGTAGCTGCATGCTGTTCCCCCAGGTGTTGT 

AACACAACTTTATTGATTGAATTTTTAAGCTACTTATTCATAGTTTTATATCCCCCTAAACT 

ACCTTTTTGTTCCCCATTCCTTAATTGTATTGTTTTCCCAAGTGTAATTATCATGCGTTTTA 

TATCTTCCTAATAAGGTGTGGTCTGTTTGTCTGAACAAAGTGCTAGACTTTCTGGAGTGATA 

ATCTGGTGACAAATATTCTCTCTGTAGCTGTAAGCAAGTCACTTAATCTTTCTACCTCTTTT 

TTCTATCTGCCAAATTGAGATAATGATACTTAACCAGTTAGAAGAGGTAGTGTGAATATTAA 

TTAGTTTATATTACTCTTATTCTTTGAACATGAACTATGCCTATGTAGTGTCTTTATTTGCT 

CAGCTGGCTGAGACACTGAAGAAGTCACTGAACAAAACCTACACACGTACCTTCATGTGATT 

CACTGCCTTCCTCTCTCTACCAGTCTATTTCCACTGAACAAAACCTACACACATACCTTCAT 

GTGGTTa^GTGCCTTCCTCTCTCTACCAGTCTATTTCCACTGAACAAAACCTACGC^ 

CTTCATGTGGCTCAGTGCCTTCCTCTCTCTACCAGTCTATTTCCATTCTTTCAGCTGTGTCT 

GACATGTTTGTGCTCTGTTCCATTTTAACAACTGCTCTTACTTTTCCAGTCTGTACAGAATG 

CTATTTCACTTGAGCAAGATGATGTAATGGAAAGGGTGTTGGCACTGGTGTCTGGAGACCTG 

GATTTGAGTCTTGGTGCTATCAATCACCGTCTGTGTTTGAGCAAGGCATTTGGCTGCTGTAA 

GCTTATTGCTTCATCTGTAAGCGGTGGTTTGTAATTCCTGATCTTCCCACCTCACAGTGATG 

TTGTGGGGATCCAGTGAGATAGAATACATGTAAGTGTGGTTTTGTAATTTAAAAAGTGCTAT 

ACTAAGGGAAAGAATTGAGGAATTAACTGCATACGTTTTGGTGTTGCTTTTCAAATGTTTGA 

AAATAAAAAAAATGTTAAG 



FIGURE 98 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss.DNA52185 
xsiibunit 1 of 1, 211 aa, 1 stop 
xMW: 22744, pi: 8.51, NX(S/T): 1 

MANAGLQLLGFILAFLGWIGAIVSTALPQWRIYSYAGDNIVTAQAMYEGLWM 
QCKVFDSLLNLSSTLQATRALMWGILLGVIAIFVATVGMKCMKCLEDDEVQKN^^ 
TFLLAGLAILVATAWYGNRIVQEFYDPMTPVNARYEFGQALFTGWAAASLCLLGGALLCCSC 
PRKTTSYPTPRPYPKPAPSSGKDYV 

Important features: 

Signal peptide: 

amino acids 1-21 

Transmembrane domains: 

amino acids 82-102, 118-142 and 161-187 

N-glycosylation site, 
amino acids 72-75 

PMP-22 / EMP / MP20 family proteins 

amino acids 70-111 

ABC -2 type transport system integral membrane protein 

amino acids 119-133 



FIGURE 99 

TTCTGGCCAAACCCGGGGCTNCAGCTGTTGGGCTTCATCTCGCCTTCCTGGGATGGATCGGC 
GCCATCNTCACACTGCCCTTCCCCAGTGGAGGATTTTACTCCCTATGCTGGCGACAACATCG 
TGACCGCCCAGCCCATGTACGAGGGGCTGTGGATGTCCNGCGTGTCGCAGAGCACCGGGCAG 
ATCCAGTGCAAAGTCTTTGACTCCTTGCTGAATCTGAGCAGCACT^TTGCAAGC^ 
CTTGATGGTGGTTGGCATCCTCCTGGGAGTGATAGCAATCTTTGTGGCCACCGTTGGCATGA 
AGTGTATGAAGTGCTTGGAAGACGATGAGGTGCAGAAGATGAGGATGGCTGTCATTGGGGGC 
GCGATATTTCTTCTTGCAGGTCTGGCTATTTTAGTTGCCACAGCATGGTATGGCAATAGAAN 
CNTTCAAGANTTCTATGACCCTATGACCCCAGTCAATGCCAGGTACGAATTTGGTCA 
GGCTCTCTTCACTGGCTGGGCTGCTGCTTCTCTCTGCCTTCTGGGAGGTGCCCTACTTTGCT 
GTTCCTGTCCC 



FIGTOE IQQ 

ACCCTTGACCCAACGCQGCCCCCCGACCGNTTCATGGCCAAACGCGGGNCTCCAGCTGTTGG 
GCTTCATTCTCCCCTTCCTGGGATGGACCGGCGCCCATCOTCAGCACTGCCCTGCCCCAGTC 
GAGGATTTACTCCTATNCCGGOTACTUICATCGTGACCGCCCAGGCCOT 
; GGATGTCCTGCGTGTCGCAGAGCACCGGGCAGATCCAGTGCAAAGTCTTTGACTCCCTTGCT 
^ GAATCTGAGCAGCACATTGCAAGCAACCCGTGCGTTGATGGTGGTTGGCATCCTCCTGGGAG 
TGATAGCAATCTTNNTGGCCACCGTTGTNNNTGAAGTGTATGAAGTGCTTG^ 
GGTGCAGAAGATGAGGATGGCTGTCATTGGGGGCGCGATATTTCTTCTTGCAGGTCTGGCTA 
TTTTAGTTGCCACAGCATGGTATGGCAATAGAATCGTTCJ^ 



FIGURE 101 



GGGCCCGACCATTATCCAACCGGGNTCACTGTTGGCTCATCTCCCTCCTGGATGAANCGCGC 

CATaSTTCAGACTCCCTGCCCCATGGAGATTTNNCCTATGCTGGCGACAACATC^ 

AGCCATGTACGAGGGGCTTTGAACGTCNGCGTGTCGCAGANCACCGGGGAGATCCAGTGCAA 

AGTCTTTGACTCCTTGCTGAATCTGNGCAGCACATTGCAGCAACCCNTGCCCTGATGGTGGT 

TGGCATCCTCCTGGGAGTGATAGCAATCTTTGTGGCCACCGTTGGCATGAAGTGTATGAAGT 

GCTTGGAAGACGATGAGGTGCAGAAGATGAGGATGGCTGTCATTGGGGGCGCGATATTTCTT 

CTTGCAGGTCTGGCTATTTNNNGTTGCCACAGCATGGTATGGCAATAGAATCGTTCAAGAAT 

TCTATGACCCTATGACCCCAGTCAATGCCAGGTACGAATTTGGTCAGGCTCTCTTCACTGGC 

TGGGCTGCTGCTTCTCTCTGCCTTCTGGGAGGTGCCCTACTTTGCTGTTCCTGCGA 



FIGURE 102 



ATTCTCCCCTCCTGGATGGATCGCNCCACCGTCACATTGCCTTCCCCCANTGGAGGATTNAC 

TCCTATGCTGGCGACAACATCGTGACCCCCCAGGCG^^TTTACCGAGGGGCTTTGGATGTCOT 

GCNTGTCGCAGAGCACCGGGCAGATCCCAGTGCAAAGTCTTTGACTCCTTGCTGAATCTGAG 

CAGCACATTGCAAGCAACCCGTGCCTTGATGGGGTTGGCATCCTCCTGGGAGTGATAGC^ 

CTTTGTGGCCACCGTTGGCATGAAGTGTATGAAGTGCTTGGAAGACGATGAGGTGCCAGAAG 

ATGAGGATGGCTGTCATTGGGGGCGCGATATTTCTTGTTGCAGGTCTGGCTATTTTAGTNGC 

CACAGCATGGTATGGCAATAGANTimTTCNNGNim'CTA 

CCAGGTACGAATTTGGTCAGGCTCTCTTCACTGGCTGGGCTGCTGCTTCTCTCTGCCTTCTG 
GGAGGTGCCCTACTTTGCTGTTCCTGTCCC 



FIGURE 103 

, AGAGCACCGGCAGATCCCAGTNCTUy^GTCTTTGACCCTTGCTGAATCTGAGCAGCAC^ 
AAGCAACCCCTTGCCTTGAAGGTGGTTGNCATCCCCCCTGGGAGTGAATAGCT^TCTTTG 

(,GCCACCGTTGGC7^TGAAGTNTATGAAGTGCTTGGAAGACGATGAGGTGCAGAAGATGA(^ 
GGCTGTCATTGGGGGCGCGATATTTCTTCTTGCAGGTCTGGCTATTTTAGTm 
GGTATGGCa^TAGNATNNTTCGNGGNTTCTATGACCCTATGACCCCAGTCAATG^ 
GAATTTGGTCAGGCTCTCTTCACTGGCTGGGCTGCTGCTTCTCTCTGCCTTCTGGGAGGTGC 
CCTACTTTGCTGTTCCTGTCCCCGAA 



Ill 




FIGURE 104 

AGCAATGCCCTGCCCCCAGTGGAGGATTAATTCCTATGNTGGGGACAACATTGTGACNGCCC 
AGGCCATGTACGGGGGGCTGTGGATGTCCTGCGTGTCGCAGAGCACCGGGCAGATCCAGTGC 
AAAGTNTTTGACTCCTTGCTGAATTTGAGCAGCACATTGCAAGCT^CCCGTG 
GGTTGGCATCTTCCTGGGAGTGATAGCAATCTTTGTGGCCACCGTGGNAATGAAGTGTATGA 
■ AGTGCTTGGAAGACGATGAGGTGCAGAAGATGAGGATGGCTGTCATTGGGGGCGCGATATTT 
CTTNTTGCAGGTCTGGCTATTTTAGTTGCCACAGCATGGTATGGCAATAGAATO 
ATTTTATGACCCTATGACCCCAGTCAATGCCAGGTACGAATTTGGTCAGGCTTTNTTCACTG 
GCTGGGCTGCTGCTTNTTTCTGCCTTNTGGGAGGTGCCCTANTTTGCTGTTCCTGCGAACC 



FIGURE 105 

TCATAGGGGGGCGCGATATTTTTTCTTGCAGGTNTGGTTATTTTAGTTGCCACAGCATGGTA 
TGGCAATAGAATCGTTCAAGAATTNTATGACCCTATGACCCCAGTCA^ 
TTGGTG7VGGCTCTOTTCACTGGNTGGGCTGCTGCTTCTNTNNGCCTTNTGGGAGGTGCCCTA 
CTTTGCTGTTCCTG 




FIGURE 106 

TTCCTGGGATGGATCCGCCCCCATCNTCACATGCCCTGCCCCNTGGAGATTTACNCCTATGC 
TGGCGAACAACATCNTGACCGCCCAGGCCATGTACGAGGGGCTGTGGAATGTCCTGCGTGTC 
CCAGAGCACCGGGCAGATCCAGTGCAAAGTCTTTGACTCCtTGCTGAATCTGAGCAGCACAT 
TGCi\AGCAACCNTGCCTTGATGGTGGTTGGCATCCTCCTGGGAGTGATAGCAATCTTTGTGG 
CCACCGTTGGCATGAAAGTGTATGAAGTGCTTGGAAGACGATGAGGTGCAGAAGATGAGGAT 
GGCT6TCATTGGGGGCGCGATATTTCTTCTTGCAGGTCTGGCTATTTTAGNNGCCACAGCAT 

ggtatggcaatcagacccnntcanaaactctatgaccctatgaccccagtg;^ 

CGAATTTGGTCAGGCTCTCTTCACTGGCTGGGCTGCTGCTTCTCTCTGCCTTCTGGGAGGTG 

ccctactttgctgttcctgtccccgaaaaacaacctcttacccacg 
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CGGGGCTGCAGCTGTTGGGCTTCATCTCGCTTCCTGGGATGGAATCGGCGCCATCGTCAGCA 
CTGCCCTGCCCCATGGAGGATTTACTCNTATGCTGGCGACAACATCGTGACCNCCCAGGCCA 
TGTACGAGGGGCTGTGGATGTCNGCGTGTCGCAGAGCACCGGGCAGATCCAGTGCAAAGTCT 
TTGACTCCTTGCTGAATCTGAGCAGCT^CATTGCAAGCAACaTTGCCTTGATGGTGGTTGGC^ 
TCCTCCTGGGAGTGATAGCAATGTTTGTGGCCACCGTTGGCATGAAGTGTATGAAGTGCTTG 
GAAGACGATGAGGTGCAGAAGATGAGGATGGCTGTCATTGGGGGCGCGATATTTCTTCTTGC 
AGGTCTGGCTATTTNTAGTTGCCACAGCATGGTATGGCAATAGAATCGTTCAAGAATTCTAT 
GACCCTATGACCCCAGTCAATGCCAGGTACGAATTTGGTCAGGCTCTCTTCACTGGCTGGGC 
TGCTGCTTCTCTCTGCCTTCTGGGAGGTGCCCTACTTTGCTGTTCCTGCGAA 




FIGURE 108 

GCGTGCCGTCAGCTCGCCGGGCACCGCGGCCTCGCCCTCGCCCTCCGCCCCTGCGCCTGCAC 
CGCGTAGACCGACCCCGCCCTCCAGCGCGCCCACCCGGTAGAGGACCCCCGCCCGTGCCCCG 
ACCGGTCCCCGCCTTTTTGTAAAACTTAAAGCGGGCGCAGCATTAACGCTTGCCGCCCCGGT 
GACCTCTCAGGGGTCTCCCCGCCAAAGGTGCTCCGCCGCTAAGGAAC ATGG CGAAGGTGGAG 
CAGGTCCTGAGCCTCGAGCCGCAGCACGAGCTCy^TTCCGAGGTCCCTTCACCGATGTTGT 
CACCACCAACCTAAAGCTTGGCAACCCGACAGACCGAAATGTGTGTTTTAAGGTGAAGACTA 
CAGCACCAGGTAGGTACTGTGTGAGGCCCAACAGCGGAATCATCGATGCAGGGGCCTCAATT 
AATGTATCTGTGATGTTACAGCCTTTCGATTATGATCCCAATGAGAAAAGTAAACACAAGTT 
TATGGTTCAGTCTATGTTTGCTCCAACTGACACTTCAGATATGGAAGCAGTATGGAAGGAGG 
CAAAACCGGAAGACCTTATGGATTCAAAACTTAGATGTGTGTTTGAATTGCCAGCAGAGAAT 
GATAAACCACATGATGTAGAAATAAATAAAATTATATCCACAACTGCATCAAAGACAGAAAC 
ACCAATAGTGTCTAAGTCTCTGAGTTCTTCTTTGGATGACACCGAAGTTAAGAAGGTTATGG 
AAGAATGTAAGAGGCTGCAAGGTGAAGTTCAGAGGCTACGGGAGGAGAACAAGCAGTTCAAG 
GAAGAAGATGGACTGCGGATGAGGAAGACAGTGCAGAGCAACAGCCCCATTTCAGCATTAGC 

CCCAACTGGGAAGGAAGAAGGCCTTAGCACCCGGCTCTTGGCTCTGGTGGTTTTGTTCTTTA 

TCGTTGGTGTAATTATTGGGAAGATTGCCTT GTAGA GGTAGCATGCACAGGATGGTAAATTG 
1^ GATTGGTGGATCCACCATATCATGGGATTTAAATTTATCATAACCATGTGTAAAAAGAAATT 
O AATGTATGATGACATCTCACAGGTCTTGCCTTTAAATTACCCCTCCCTGCACACACATACAC 
D AGATACACACACACAAATATAATGTAACGATCTTTTAGAAAGTTAAAAATGTATAGTAACTG 
H ATTGAGGGGGAAAAAGAATGATCTTTATTAATGACAAGGGAAACCATGAGTAATGCCACAAT 
H GGCATATTGTAAATGTCATTTTAAACATTGGTAGGCCTTGGTACATGATGCTGGATTACCTC 
O TCTTAAAATGACACCCTTCCTCGCCTGTTGGTGCTGGCCCTTGGGGAGCTGGAGCCCAGCAT 
W GCTGGGGAGTGCGGTCAGCTCCACACAGTAGTCCCCACGTGGCCCACTCCCGGCCCAGGCTG 
=l» CTTTCCGTGTCTTCAGTTCTGTCCAAGCCATCAGCTCCTTGGGACTGATGAACAGAGTCAGA 
^ AGCCCAAAGGAATTGCACTGTGGCAGCATCAGACGTACTCGTCATAAGTGAGAGGCGTGTGT 
H TGACTGATTGACCCAGCGCTTTGGAAATAAATGGCAGTGCTTTGTTCACTTAAAGGGACCAA 
y GCTAAATTTGTATTGGTTCATGTAGTGAT^TCAAACTGTTAT 
rj TTTAACTTATTTAATGTATTTCATCtCATGTTTTCTTATTGTCACAAGAGT^ 
=P TGCGTGCTGCTGAACTCtGTTGGGTGAACTGGTATTGCTGCTGGAGGGCTGTGGGCTCCTCT 
GTCTCTGGAGAGTCTGGTCATGTGGAGGTGGGGTTTATTGGGATGCTGGAGAAGAGCTGCCA 
GGAAGTGTTTTTTCTGGGTCAGTAAATAACAACTGTCATAGGGAGGGAAATTCTCAGT^^ 
. ACAGTCAACTCTAGGTTACCTTTTTTAATGAAGAGTAGTCAGTCTTCTAGATTGTTGTTATA 
CCACCTCTCAACCATTACTCACACTTCCAGCGCCCAGGTCCAAGTCTGAGCCTGACCTCCCC 
TTGGGGACCTAGCCTGGAGTCAGGACAAATGGATCGGGCTGCAGAGGGTTAGAAGCGAGGGC 
ACCAGCAGTTGTGGGTGGGGAGCAAGGGAAGAGAGAAACTCTTCAGCGAATCCTTCTAGTAC 
TAGTTGAGAGTTTGACTGTGAATTAATTTTATGCCATAAAAGACCAACCCAGTTCTGTTTGA 
' CTATGTAGCATCTTGAAAAGAAAAATTATAATAAAGCCCCAAAATTAAGAAAA 



FIGURE 109 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA53977 
<siabunit 1 of 1, 243 aa, 1 stop 
<MW: 27228, pi: 7.43, NX(S/T): 2 

MAKVEQVLSLEPQHELKFRGPFTDVVTTNLKLGNPTDR]WCFKVKTTAPRRYC^^ 
AGASINVSVMLQPFDYDPNEKSKHKFMVQSMFAPTDTSDMEAWKEAKPEDI^ 
LPAENDKPHDVEINKIISTTASKTETPIVSKSLSSSLDDTEVKKVMEECKRLQGEVQRL^ 
NKQFKEEIX3LR]^KTVQSNSPISALAPTGKEEGLSTRLIiALV\^ 

Important features : 

Transmembrane domain: 

amino acids 224-239 

N-glycosylation site, 
amino acids 68-71 

N-myristoylation site. 

amino acids 59-64, 64-69 and 235-240 
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GTCAGTCTTCTAGATTGTCCTTATCCCACCTTTCAACCANTACTCACATTTCNAGCGCCCAG 
GTCCANGTCTGAGCCTGACTTCCCCTTGGGGACCTAGCCTGGAGTCAGGACAATGGNTCGGG 
CTGCAGAGGNTTAGAAGCGAGGGCACCTIGCAGTTTTGGGTGGGGAGCAAGGGNNGAGAGAAA 
CTCTTCAGCGAATGCTTCTAGTACTAGTTGAGAGTTTGACTGTGAATTAATTTTATGCCATA 
AAAGACNAACCCAGTTCTGTTTGACTATGTAGCATCTTGAAAAGAAAAATTATAATAAAGCC 
CCAAAATTAAGAATTCTTTTGTCATTTTGTCACATTTGCTCTATGGGGGGAATTATTATTTT 
ATCATTTTTATTATTTTGCCATTGGAAGGTTAACTTTAAAATGAGC 
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TATTGTAAAGGCCATTTTAAACCATTGGTAGGCCTTGGTACATGATGCTGGATTACCTCCTT 
AAATGACACCNTTCCTCGCCTGTTGGTGCTGGCCNTTGGGGAGCTGGAGCCCCAGCATGCTG 
GGGAGTGCGGTCAGCTCCACACAGTAGTCCCCACGTGGCCCACTCCCGGCCCAGGCTGCTTT 
CCGTGTCTTCAGTTCTGTCCAAGCCATCAGCTCCTTGGGACTGATGAACAGAGTCAGAAGCC 
CAAAGGAATTGCCACTGTGGCAGCATCAGACGTACTCGTCATAAGTGAGAGGCGTGTGTTGA 
CTGATTGACCCAGCGCTTTGGAAATAAATGGCAGTGCTTTGTTCACTTAAAGGGACCAAGCT 
AAATTGTATTGGTTCATGTAGTGAAGTCAAACTGTTATTCAGAGATGTTTAATGCATATTTA 
ACTTATTTAATGTATTTCATCTCATGTTTTCTTATTGTCACAAGAGTACAGTTAATGCTGCG 
TGCTGCTGAACTCTGTTGGGTGAACTGGTATTGCTGCTGGAGGGCTG 
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CCCTGGTGGTTTTGTTCTTTAATTCGTTGGTGTAATTNTTGGGAAGATTGCTTGTAGAGGTA 

GNATGCACCNGGCTGGTAAATTGGATTGGTGGATCCACCATATCCATGGGATTTAAATTTAT 

CATAACCATGTGTAAAAAGAAATTAATGTATGATGACATNTCACAGGTATTGCCTTTAAATT 

ACCCATCCCTGNANACACATACACAGATACACANANACAAATOT 

AAAGTTAAAAATGTATAGTAAC 
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GGTGGCCCATTCCCGGCCCAGGCTGCTTTCCGGTNTTCAGTTCTGTCCAAGCCATCAGCTCC 

TTGGGACTGATGAACAGAGTCAGAAGCCCAAAGGAATTGCACTGTGGCAGCATNAGACGTAC 

TTGTNATAAGTGAGAGGCGTGTGTTGACTGATTGACCCAGCGCTTTGGAAATAAATGGCAGT 

GCTTTGTTCANTTAAAGGGACCAAGCTAAATTTGTATTGGTTCATGTAGTGAAGTCAAACTG 

TTATTCAGAGATGTTTAATGCATATTTAANTTATTTAATGTATTTNATNTCATGTTTTCTTA 

TTGTCACAAGAGTACAGTTAATGCTGCGTGCTGCTGAANTNTGTTGGGTGAACTGG^^ 

TGCTGGAGGGCTGTGGGCTCCTCTGTCTTTGGAGAGTCTGGTCATGTGGAGGTGGG 




FIGURE 114 



TGCTTTCCGTGTCTTCAGTTCTGTCCAAGCCATCAGCTCCTTGGGACTTGATGAACAGAGTC 

AGAAGCCCAAAGGAATTGCACTGTGGCAGCATCAGACGTACTCGTCATAAGTGAGAGGCGTG 

TGTTGACTGATTGACCCAGCGCTTTGGAAATAAATGGCAGTGCTTTGTTCACTTAAAGGGAC 

CAAGCTAAATTTGTATTGGTTCATGTAGTGAAGTCAAACTGTTATTCAGAGATGTTTAATGC 

ATATTTAACTTATTTAATGTATTTCATCTCATGTTTTCTTATTGTCACAAGAGTACAGTTAA 
TGCTGCGTGC 
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AAACCTTTAAAAGTTGAGGGGAAAAGAATGATCCTTTATTAATGACAAGGGAAACCNTGNGT 
AATGCOlCa^TGGCATATTGTAAATGTCATTTTAAAa^TTGGTAGGCCTTGGTACATGATGC 
TGGATTACCTCTCTTAAAATGACACCCTTCCTCGCCTGTTGGTGCTGGCCCTTGGGGAGCTN 
GAGCCCAGCATGCTGGGGAGTGCGGTCTGCTCCACACAGTAGTCCCCANGTGGCCCANTCCC 
GGCCCAGGCTGCTTTCCGTGTCTTCAGTTCTGTCCAAGCCATCAGCTCCTTGGGANTGATGA 
ACAGAGTCAGAAGCCCAAAGGAATTGCANTGTGGCAGCATCAGANGTANTNGTCATAAGTGA 
GAGGCGTGTGTTGANTGATTGACCCAGCGCTTTGGAAATAAATGGCAGTGCTTTGTTCANTT 
AAAGGCSNfCO^GNTAAATTTGTATTGGTTCATGTAGTGAAGTCAAANTGTTATTCAGAGATG 
TTTAATGCATATTTAAmTATTTAA.TGTATTTCAT]SrrCATGTTTTCTTATTGTCACAA^^ 
ACA6TTAATGCTGCGTG(^^ 
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GGCCCTTGGGGAGCTGGAGCCCAGCATGCTGGGGAGTGCGGTCAGCTCCACACAGTAGTCCC 
CACGTGGCCCACTCCCGGCCCAGGCTGCTTTCCGTGTCTTCAGTTCTGTCCAAGCCATCAGC 
TCCTTGGGACTGATGAACAGAGTCAGAAGCCCAAAGGAATTGCACTGTGGCAGCATCAGACG 
TACTCGTCATAAGTGAGAGGCGTGTGTTGACTGATTGACCCAGCGCTTTGGAAATAAATGGC 
AGTGCTTTGTTCACTTAAAGGGACCAAGCTAAATTTGTATTGGTTCATGTAGTGAAGTCAAA 
CTGTTATTCAGAGATGTTTAATGCATATTTAACTTATTTAATGTATTTCATCTCATGTTTTC 
TTATTGTCACAAGAGTACAGTTAATGCTGCGTGCTGCTGAACTCTGTTGGGTGAACTGGTAT 
TGCTGCTGGAGGGCTGTGGGCTCCTCTGTCTCTGGAGAGTCTGGTCATGTGGAGGTGGG 



FIGURE 117 



GCGAGCTCCGGGTGCTGTGGCCCGGCCTTGGCGGGGCGGCCTCCGGCTCAGGCTGGCTGAGA 

GGCTCCCAGCTGCAGCGTCCCCGCCCGCCTCCTCGGGAGCTCTGATCTCAGCTGACAGTGCC 

CTCGGGGACCAAACAAGCCTGGCAGGGTCTCACTTTGTTGCCCAGGCTGGAiGTTCAGTGCCA 

TGATCATGGTTTACTGCAGCCTTGACCTCCTGGGTTCAAGCGATCCTGCTGAGTAGCTGGGA 

CTACAGGACAAAATTAGAAGATCAA AATGG AAAATATGCTGCTTTQGTTGATATTTTTC^ 

CCTGGGTGGACCCTCATTGATGGATCTGAAATGGAATGGGATTTTATGTGGCACTTGAGAAA 

GGTACCCCGGATTGTCAGTGAAAGGACTTTCCATCTCACCAGCCCCGCATTTGAGGCAGATG 

CTAAGATGATGGTAAATACAGTGTGTGGCy^TCGAATGCCAGAAAGAACTCCCAACTCCC^ 

CTTTCTGAATTGGAGGATTATCTTTCCTATGAGACTGTCTTTGAGAATGGCACCCGAACCTT 

AACCAGGGTGAAAGTTCAAGATTTGGTTCTTGAGCCGACTCAAAATATCACCACAAAG^ 

TATCTGTTAGGAGAAAGAGAO^GGTGTATGGCACCGACTlGa^GGTTCAGCATCTTGGACT^ 

AGGTTCTTAACCAATTTCCCTTTCAGCACAGCTGTGAAGCTTTCCACGGGCTGTAGTGGCAT 

TCTCATTTCCCCTCAGCATGTTCTAACTGCTGCCCACTGTGTTCATGATGGAAAGGACTATG 

TCAAAGGGAGTAAAAAGCTAAGGGTAGGGTTGTTGAAGATGAGGAATAAAAGTGGAGGCAAG 

AAACGTCGAGGTTCTAAGAGGAGCAGGAGAGAAGGTAGTGGTGGTGACCAAAGAGAGGGTAC ~ 

CAGAGAGCATCTGCAGGAGAGAGCGAAGGGTGGGAGAAGAAGAAAAAAATCTGGCCGGGGTC 

AGAGGATTGCCGAAGGGAGGCCTTCCTTTCAGTGGACCCGGGTCAAGAATACCCACATTCCG 

AAGGGCTGGGCACGAGGAGGCATGGGGGACGCTACCTTGGACTATGACTATGCTCTTCTGGA 

GCTGAAGCGTGCTCACAAAAAGAAATACATGGAACTTGGAATCAGCCCAACGATCAAGAAAA 

TGCCTGGTGGAATGATCCACTTCTCAGGATTTGATAACGATAGGGCTGATCAGTTGGTCTAT 

CGGTTTTGCAGTGTGTCCGACGAATCCAATGATCTCCTTTACCAATACTGCGATGCTGAGTC 

GGGCTCCACCGGTTCGGGGGTCTATCTGCGTCTGAAAGATCCAGACAAAAAGAATTGGAAGC 

GCAAAATCATTGCGGTCTACTCAGGGCACCT^GTGGGTGGATGTCCACGGGGTTCAGAAG^ 

TACAACGTTGCTGTTCGCATCACTCCCCTAAAATACGCCCAGATTTGCCTCTGGATTCACGG 

GAACGATGCCAATTGTGCTTACGGC TAAC AGAGACCTGAAACAGGQCGGTGTATCATCTAAA 

TCACAGAGAAAACCAGCTCTGCTTACCGTAGTGAGATCACTTCATAGGTTATGCCTGGACTT 

GAACTCTGTCAATAGCATTTC^CATTTTTCAAAATCAC^ 

TGTATAGGTGCAGATATTGAAACTAGGTGGGCACTTCAATGCCAAGTATATACTCTTCTTTA 

CATGGTGATGAGTTTCATTTGTAGAAAAATTTTGTTGCCTTCTTAAAAATTAGACACACTTT 

AAACCTTCAAACAGGTATTATAAATAACATGTGACTCCTTAATGGACTTATTCTCAGGGTCC 

TACTCTAAGAAGAATCTAATAGGATGCTGGTTGTGTATTAAATGTGAAATTGCATAGATAAA 

GGTAGATGGTAAAGCAATTAGTATCAGAATAGAGACAGAAAGTTACTy^CACAGTTTGTACTA 

CTCTGAGATGGATCCATTCAGCTCATGCCCTCAATGTTTATATTGTGTTATCTGTTGGGTCT 

GGGACATTTAGTTTAGTTTTTTTGAAGAATTACAAATCAGAAGAAAAAGCAAGa^TTAT^^ 

C?^AAACTAATAACTGTTTTACTGCTTTAAGAAATAACAATTACAATGTGTATTATTTAAAAA 

TGGGAGAAATAGTTTGTTCTATGAAATAAACCTAGTTTAGAAATAGGGAAGCTGAGACATTT 

TAAGATCTCAAGTTTTTATTTAACTAATACTCAAAATATGGACTTTTCATC 

AAGACACTTCACAAATTATGAATGATCATGTGTTGAAAGCCACT^TTATTTTATGCTATAC^ 

TCTATGTATGAGGTGCTACATTTTTAGGACAAAGAATTCTGTAATCTTTTTCAAGAAAGAGT 

CTTTTTCTCCTTGAO^AAATCCAGCTTTTGTATGAGGACTATAGGGTGAATTCTCT^ 

TAATTTTAGATATGTCCTTTCCTAAAAATGAATAAAATTTATGAATATGA 
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</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA57253 
<subxinit 1 of 1, 413 aa, 1 stop 
<MW: 47070, pi: 9.92, NX(S/T) : 3 

MENMLLWLIFFTPGWTLIDGSEMEWDFMWHLRKVPRIVSERTFHLTSPAFEADAKiy^^ 

GIECQKELPTPSLSELEDYLSYETWENGTRTLTRVKVQDLVLEPTQNITTKGVSVRRKRQV 

YGTDSRFSILDKRFLTNFPFSTAVKLSTGCSGILISPQHVLTAAHCVHDGKDYVKGSKKLRV 

GLLKMRNKSGGKKRRGSKRSRREASGGDQREGTREHLQERAKGGRRRKKSGRGQRIAEGRPS 

FQWTRVKNTHIPKGWARGGMGDATLDYDYALLELKRAHKIOCYME^^ 

GFDNDRADQLVYRFCSVSDESNDLLYQYCDAESGSTGSGVYLRLKDPDKKN^ 

HQWVD3i5IGyQKpYl^ ^ ^ „ _ „ - , 1 _ , 

Important features: 
Signal peptide: 
amino acids 1-16 

N-glycosylation sites* 

amino acids 90-93, 110-113 and 193-196 

Glycosaminoglycan attachment site* 

amino acids 236-239 . ' 

Serine proteases, trypsin family, histidine active site. 

amino acids 165-170 
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AATGTGAGAGGGGCTGATGGAAGCTGATAGGCAGGACTGGAGTGTTAGCACCAGTACTGGAT 
GTGACAGCAGGCAGAGGAGCACTTAGCAGCTTATTCAGTGTCCGATTCTGATTCCGGCAAGG 
ATCCAAGCMGGAATGCTGCCGTCGGGCAACTCCTGGCACACTGCTCCTCTTTCTGGCTTTC 
CTGCTCCTGAGTTCCAGGACCGCACGCTCCGAGGAGGACCGGGACGGCCTATGGGATGCCTG 
GGGCCCATGGAGTGAATGCTCACGCACCTGCGGGGGAGGGGCCTCCTACTCTCTGAGGCGCT 
GCCTGAGCAGCAAGAGCTGTGAAGGAAGAAATATCCGATACAGAACATGCAGTAATGTGGAC 
TGCCCACCAGAAGCAGGTGATTTCCGAGCTCAGCAATGCTCAGCTCATAATGATGTCAAGCA 
CCATGGCCAGTTTTATGAATGGCTTCCTGTGTCTAATGACCCTGACAACCCATGTTCACTCA 
AGTGCCAAGCCAAAGGAACAACCCTGGTTGTTGAACTAGCACCTAAGGTCTTAGATGGTACG 
-CGTTGCTATACAGAATCTTTGGATATGTGCATCAGTGGTTTATGCCAAATTGT.TC 
TCACCT^GCTGGGAAGCACCGTCAAGGAAGATAACTGTGGGGTCTGCAACGGAGATGGGTC 
CCTGCCGGCTGGTCCGAGGGCAGTATAAATCCCAGCTCTCCGCAACCAAATCGGATGATACT 
GTGGTTGCACTTCCCTATGGAAGTAGACATATTCGCCTTGTCTTAAAAGGTCCTGATCACTT 
ATATCTGGAAACCAAAACCCTCCAGGGGACTAAAGGTGAAAACAGTCTCAGCTCCACAGGAA 
CTTTCCTTGTGGACAATTCTAGTGTGGACTTCCAGAAATTTCCAGACAAAGAGATACTGAGA 
ATGGCTGGACCACTCACAGCAGATTTCATTGTCAAGATTCGTAACTCGGGCTCCGCTGACAG 
TACAGTCCAGTTCATCTTCTATCAACCGATCATCCACCGATGGAGGGAGACGGATTTCTTTC 
CTTGCTCAGCAACCTGTGGAGGAGGTTATCAGCTGACATCGGCTGAGTGCTACGATCTGAGG 
AGCAACCGTGTGGTTGCTGACCAATACTGTCACTATTACCCAGAGAACATCAAACCCAAACC 
CAAGCTTCAGGAGTGCAACTTGGATCCTTGTCCTVGCC^ 

CTTATGACCTCTACCATCCCCTTCCTCGGTGGGAGGCCACCCCATGGACCGCGTGCTCCTCC 

TCGTGTGGGGGGGGCATCCAGAGCCGGGCAGTTTCCTGTGTGGAGGAGGACATCC^ 

TGTCACTTCAGTGGAAGAGTGGAAATGCy^TGTACACCCCTi^GATGCCCATCGCGCAGCCCT 

GCT^CATTTTTGACTGCCCTAAATGGCTGGCACAGGAGTGGTCTCCGTGCACAGTGAC^ 

GGCCAGGGCCTCAGATACCGTGTGGTCCTCTGCATCGACGATCQAGGAATGCA^ 

CTGTAGCCCAAAAACAAAGCCCaiGATAAAAGAGGAATGCTVTCGTACCC^ 

AACCCAAAGAGM^CTTCCAGTCGAGGCCAAGTTGCCATGGTTCA^ 

GAAGAAGGAGCTGCTGTGTCAGAGGAGCCCTCGTAAGTTGTAAAAGCACAGACTGTTCTATA 
TTTGAAACTGTTTTGTTTAAAGAAAGCA6TGTCTCACTGGTTGTAGCTTTCATGGGTTCT 
ACTAAGTGTAATCATCTCACCy^GCTTTTTGGCTCTCAAATTAAAGATTGATTA^ 
AAAAAAAAA 
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</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA58847 
<subunit 1 of 1, 525 aa, 1 stop 
<MW: 58416, pi: 6.62, NX(S/T) : 1 

MECCRRATPGTLLLFLAFLLLSSRTARSEEDRDGLWDAWGPWSECSRTCGGGASYSLRRCLS 

SKSCEGRNIRYRTCSNVDCPPEAGDFRAQQCSAHNDVKHHGQFYEWLPVSNDPDNPCSLKCQ 

AKGTTLVVELAPKVLDGTRCYTESLDMCISGLCQIVGCDHQLGSTVKEDNCGVaSTGDG^ 

LVRGQYKSQLSATKSDDTWALPYGSRHIRLVLKGPDHLYLETKTLQGTKGENSLSSTGTFL 

VDNSSVDFQKFPDKEILRMAGPLTADFIVKIRNSGSADSTVQFIFYQPIIHRWRETDFFPCS 

ATCGGGYQLTSAECYDLRSNRWADQYCHYYPENIKPKPKLQECNLDPCPASDGYKQIMPYD 

LYHPLPRWEATPWT^^ 

FDCPKWLAQEWSPCTVTCGQGLRYRVVLCIDHRGMHTGGCSPKTKPHIKEECIVPTPCYKPK 
EKLPVEAKLPWFKQAQELEEGAAVSEEPS 

Important features: 
Signal peptide: 
amino acids 1-25 

;N-glycosylation site. 

lamino acids 251-254 

Thrombospondin 1 

amino acids 385-399 

von Willebrand factor type C domain proteins 
amino acids 385-399, 445-459 and 42-56 
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CGGACGCGTGGGCGGCGGCTGCGGAACTCCCGTGGAGGGGCCGGTGGGCCCTCGGGCCTGAC 

AGMGGCAGTGGCCACTGCGGCGGCAGTACTGGCCGCTCTGGGCGGGGCGCTGTGGCTG^ 

GCCCGCCGGTTCGTGGGGCCCAGGGTCCAGCGGCTGCGCAGAGGCGGGGACCCCGGCCTCAT 

GCACGGGAAGACTGTGCTGATCACCGGGGCGAACAGCGGCCTGGGCCGCGCCACGGCCGCCG 

AGCTACTGCGCCTGGGAGCGCGGGTGATCATGGGCTGCCGGGACCGCGCGCGCGCCGAGGAG 

GCGGCGGGTCAGCTCCGCCGCGAGCTCCGCCAGGCCGCGGAGTGCGGCCCAGAGCCTGGCGT 

CAGCGGGGTGGGCGAGCTCATAGTCCGGGAGCTGGACCTCGCCTCGCTGCGCTCGGTGCGCG 

CCTTCTGCCAGGAAATGCTCCAGGAAGAGCCTAGGCTGGATGTCTTGATCAATAACGCAGGG 

ATCTTCCAGTGCCCTTACATGAAGACTGAAGATGGGTTTGAGATGCAGTTCGGAGTGAACCA 

TCTGrGGGCACTTTCTACTCACCAATCT^^^ 

GGATTGTGGTAGTTTCTTCCAAACTTTATAAATACGGAGACATCAATTTTGATGACTTGAAC 

AGTGAACAAAGCTATAATAAAAGCTTTTGTTATAGCCGGAGCAAACTGGCTAACATTCTTTT 

TACCAGGGAACTAGCCCGCCGCTTAGAAGGCACAAATGTCACCGTCAATGTGTTGCATCCTG 

GTATTGTACGGACAAATCTGGGGAGGCACATACACATTCCACTGTTGGTCAAACCACTCTTC 

AATTTGGTGTCATGGGCTTTTTTC7UVAACTCCAGTAGAAGGTGCCCAGACTTCCATTTATTT 

GGCCTCTTCACCTGAGGTAGAAGGAGTGTCAGGAAGATACTTTGGGGATTGTAAAGAGGAAG 

AACTGTTGCCCAAAGCTATGGATGAATCTGTTGCAAGAAAACTCTGGGATATC^ 

ATGGTTGGCCTGCTAAA ATAGG AACAAGGAGTAAAAGAGCTQTTTATAAAACTGCATATCAG 

TTATATCTGTGATCAGGAATGGTGTGGATTGAGAACTTGTTACTTGAAGAAAAAGAATTTTG 

ATATTGGAATAGCCT6CTAAGAGGTACATGTGGGTATTTTGGAGTTACTGAAAAATTATTTT 

tgggataagagaatttcagcaaagatgttttaaatatatatagtaagtataatg;^ 

gtact^tgaaaaatacaattatattgtaaaattataactgggcaagcatgga 

atatttgtcagaattaagtgactcaaagtgctatcgagaggtttttcaagtatctttgagtt 

TCATGGCCAAAGTGTTAACTAGTTTTACTACAATGTTTGGTGTTTGTGTGGAAATTATCTGC 

ctggtgtgtgcacacaagtcttacttggaataaatttactggtac 
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</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA58747 
<subunit 1 of 1, 336 aa, 1 stop 
<MW: 36865, pi: 9.15, NX(S/T) : 2 
MAVATAAAVLAALGGALWIJ^AI^FVGPRVQRLRRGGDPGLm 

LLRLGARVIMGCRDRARAEEAAGQLRRELRQAAECGPEPGVSGVGELIVRELDLASLRSVRA 

FCQEMLQEEPRLDVLimAGIFQCPYMKTEDGFEMQFGVNHLGHFLLTNLLLGLLKSSAPSR 

IVWSSKLYKYGDINFDDmSEQSYNKSFCYSRSKLANILFTRELAR^ 

IVRTNLGRHIHIPLLVKPLFl^VSWAFFKTPVEGAQTSiyiiASSPEVEGVSGRYFGDCKEEE 

LLPKAMDESVARKLWDISEVMVGLLK 



Important features: 
Signal peptide: 
amino acids 1-21 

Short-chain alcohol dehydrogenase family protein 
amino acids 134-144, 44-56 and 239-248 

N-glycosylation site. 

amino acids 212-215 and 239-242 
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GGGGATTGTAAAGAGGAAGNACTGTGCCCAAAGNTATGGATGAATCTGTTGCAAGAAAATTN 
TGGGATATCAGTGAAGTGATGGTTNGCCTGCTAAAATAGGAACAAGGAGTAAAAGAGCTGTT 
TATAAAACTGCATATCAGTTATATCTGTGATCAGGAATGGTGTGGATTGAGAACTTGTTACT 
TGAAGAAAAAGAATTTTGATATTGGAATAGCCTGNTAAGAGGNACATGTGGGTATTTTGGAG 
TTACTGAAAAATTATTTTTGGGATAAGAGAATTTCAGCAAAGATGTTTTAAATATATATAGT 
AAGTATAATGAATAATAAGTACAATGAAAAATACAATTATATTGTAAAATTATAACTGGGCA 
AGCATGGATGACATATTAATATTTGTCAGAATTAAGTGACTCAAAGTGCTATCGAGAGGTTT 
TTCAAGTATCTTTGAGTTTCATGGCCAAAGTGTTAACTAGTTTTACTACAATGTTTGGTGTT 
TGTGTGGAAATTATCTGCCTGGCTT 
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GAGAGGACGAGGTGCCGCTGCCTGGAGAATCCTCCGCTGCCGTCGGCTCCCGGAGCCCAGCC 

CTTTCCTAACCCAACCCAACCTAGCCGAGTCCCAGCCGCCAGCGCCTGTCCCTGTC^ 

CCCAGCGTTACCATGCATCCTGCCGTCTTCCTATCCTTACCCGACCTCAGATGCTCCCTTCT 

GCTCCTGGTAACTTGGGTTTTTACTCCTGTAACAACTGAAATAACAAGTCTTGCTACAGAGA 

ATATAGATGAAATTTTAAACAATGCTGATGTTGCTTTAGTAAATTTTTATGCTGACTGGTGT 

CGTTTCAGTCAGATGTTGCATCCAATTTTTGAGGAAGCTTCCGATGTCATTAAGGAAGAATT 

TCCAAATGAAAATCAAGTAGTGTTTGCCAGAGTTGATTGTGATCAGCACTCTGACATAGCCC 

AGAGATACAGGATAAGCAAATACCCAACCCTCAAATTGTTTCGTAATGGGATGATGATGAAG 

agagaatacaggggtcagcgatcagtgaaagcattggcagattacatcaggcaacaaa;^ 
„ -Tgaccccat.tcaagaaattcgggacttagcagaaatcaccactcttgatcgcagca;^ . 

atatcattggatattttgagcaaaaggactcggacaactatagagtttttgaacgagtagcg 
g aatattttgcatgatgactgtgcgtttctttctgcatttggggatgtttcaaaaccggaaag 
p atatagtggcgacaacataatctacaaaccaccagggcattctgctccggat^ 

\^ I TGGGAGCTATGACAAATTTTGATGTGACTTACAATTGGATTCAAGATAAATGTGTTCCTCTT 
O GTCCGAGAAATAACATTTGAAAATGGAGAGGAATTGACAGAAGAAGGACTGCCTTTTCTCAT 
2 ACTCTTTCACATGAAAGAAGATACAGAAAGTTTAGAAATATTCCAGAATGAAGTAGCTCG^ 
Si AATTAATAAGTGAAAAAGGTACAATAAACTTTTTACATGCCGATTGTGACAAATTTAGACAT 

CCTCTTCTGCACATAO^GAAAACTCCT^ 
lyGCATATGTATGTGTTTGGAGACTTCAAAGATGTATTAATTCCTGGAAAACTCAAGC^ 
g TATTTGACTTACATTCTGGAAAACTGCAa^GAGAATTCCATC^ 
l=^ACAGCCCCAGGAGAGC7^GCCCAAGATGTAGCAAGCy^GTCCACCTGAGAGCTCCT^ 

ACTAGCACCCAGTGAATATAGGTATACTCTATTGAGGGATCGAGATGAGCT TTAAA AACTTG 

AAAAAC^VGTTTGTAAGCCTTTCAAO^GCAGCATC^ 

TATTTTCATAATTCTATGTGTATTTTTAT'raTC 

AAAAAAAAAAAAAAAAAAAAAAAAAAAAATVAAAAA 



FIGURE 125 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA57689 
<sub\init 1 of 1, 406 aa, 1 stop 
<MW: 46927, pi : 5 . 21, NX (S/T) : 0 

MHPAVFLSLPDLRCSLLLLVTWFTPVTTEITSLATENIDEILNNADVALWFYAD^^ 
MLHPIFEEASDVIKEEFPNENQWFARVDCDQHSDIAQRYRISKYPTLKLFRNGiy^ 
GQRSVKALADYIRQQKSDPIQEIRDLAEITTLDRSKRNIIGYFEQKDSDNYR^ 
DDCAFLSAFGDVSKPERYSGDNIIYKPPGHSAPDMVYLGAMTNFDVTYNWIQDK(^ 
TFENGEELTEEGLPFLILFHMKEDTESLEIFQNEVARQLISEKGTINFLHADCDKFRHPLLH 
IQKTPADCPVIAIDSFRHMYVFGDFKDVLIPGKLKQFVFDLHSGKLHREFHHGPDPTDTAPG 
JSQAQDVASSPPESSFQIOA^^ 

!^ Important features t 
P Signal peptide: 
=>=y amino acids 1-29 

Endoplasmic reticulum targeting sequence. 

f amino acids 403-406 

1=4' . . . ■ " 

-^Tyrosine kinase phosphorylation site. 

□amino acids 203-211 

Thioredoxin family proteins 

amino acids .50-66 . 



FIGURE 126 



ATTAAGGAAGAATTTCayy^TGAAAATCAAGTAGTNTTTGCCAGAGTNGATTGTGATCT^GCA 
CTCTGACATAGCCCAGAGATACAGGATAAGCAAATACCCAACCCTCAAATTGTTTCGTAATG 
GGATGATGATGAAGAGAGAATACAGGGGTCAGCGATCAGTGAAAGCATTGGCAGATTA 



FIGURE 127 



AGAGGCCTCTCTGGAAGfTTGTCCCGGGTGTTCGCCGCNGGAGCCCGGGTCGAGAGGACNAGG 
TGCCGCTGCCTGGAGAATCCTCCGCTGCCGTCGGCTCCCGGAGCCCAGCCCTTTCCTAACCC 
AACCCAACCTAGCCOSJGTCCCAGCCGCCT^GCGCCTGTCCCTGTCNCGGANCCCAGCGT^ 
ATGCATCCTGCCGTCTTCCTATCCTTACCCGACCTCAGATGCTCCCTTCTGCTCCTGGTAAC 
TTGGGTTTTTACTCCTGTAACAACTGAAATAACNNGTCTTGATACNNAGAATAT^ 
TTTTAAACNATGCTGATGTGGCTTTAGTCAATTTTTATGCTGACTGGTGTCGTTT^ 
ATGTGGCATCCT^TTTTTGAGGANGCTTCCGATGTCATTAAGGAAGAATTTCCAAATGAAAA 
TG?^GTAGTGTTTGCCAGAGTTGATT6TGATC».GC:7^CTCTGACATAGCCCAGAGATACA^ 
TAAGCaUlATACCCAACCCTa^AATTGTTTCGTAATGGGATGATGATGAAGAGAGA^ 
GGTCAGCGATCAGTGA^^G^ 



FIGURE 128 



GCCCACGCGTCCGATGGCGTTCACGTTCGCGGCCTTCTGCTACATGCTGGCGCTGCTGCTCA 
CTGCCGCGCTCATCTTCTTCGCCATTTGGCACATTATAGCATTTGATGAGCTGAAGACTGAT 
TACAAGAATCCTATAGACCAGTGTAATACCCTGAATCCCCTTGTACTCCCAGAGTACCTCAT 
CCACGCTTTCTTCTGTGTCATGTTTCTTTGTGCAGCAGAGTGGCTTACACTGGGTCTCAATA 
TGCCCCTCTTGGCATATCATATTTGGAGGTATATGAGTAGACCAGTGATGAGTGGCCCAGGA 
CTCTATGACCCTACAACCATCATGAATGCAGATATTCTAGCATATTGTCAGAAGGAAGGATG 
GTGCAAATTAGCTTTTTATCTTCTAGCATTTTTTTACTACCTATATGGCATGATCTATGTTT 
TGGTGAGCTCTTAGAACAACACACAGAAGAATTGGTCCAGTTAAGTGCATGCAAAAAG 

CA2^TGAAGGGATTCTATCCAGCAAGATCCTGTCCAAGAGTAGCCTGTGGAATCTGATC^ 
. . TACTTTAAAAAATG^ 

TTTTCATATGTTATACTCAGATAAAGATTTTAAATGGTATTACGTATAAATTAATATAAAAT 
^ GATTACCTCTGGTGTTGACAGGTTTGAACTTGCACTTCTTAAGGAACAGCCATAATCCTCTG 
^ AATGATGCATTAATTACTGACTGTCCTAGTACATTGGAAGCTTTTGTTTATAGGAACTTGTA 
= GGGCTCATTTTGGTTTCATTGAAACAGTATCTAATTATAAATTAGCTGTAGATATCAGGTGC 
: TTCTGATGAAGTGAAAATGTATATCTGACTAGTGGGAAACTTCATGGGTTTCCTCATCTGTC 

atgtcgatgattatatatggatacatttacaaaaataaaaagcgggaattttcccttcgctt 
gaatattatccctgtatattgcatgaatgagaqatttcccatatttccatctigag 
, tatacttgctttaattcttaagcataagtaaacatgatataaaaatatatgctgaattactt 
Jgtgaagaatgcatttaaagctattttaaatgtgtttttatttgtaagacattact^ 
jaaattggttattatgcttactgttctaatctggtggtaaaggtattcttaagaat^ 

TACTACAGATTTTCAAAACTGAATGAGAGAAAATTGTATAACC^ 
GCAATACAATAAAACTCTGAAATTAAGACTC 



FIGURE 129 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA23330 
<siibunit 1 of 1, 144 aa, 1 stop 
<MW: 16699, pi: 5.60, NX(S/T) : 0 

MAFTFAAFCYMLALLLTAALI FFAI WHI I AFDELKTDYKNPIDQCNTLNPLV^ 
CnTMFLCAAEWLTLGLNMPLLAYHIWRYMSRPVMSGPGLYDPTTIiy^ 
FYLLAFFYYLYGMIYVLVSS 

Important features: 
Signal peptide: 

.amino„ acids. 1-20. : „ 

Type II transmembrane domain: 

^ amino acids 11-31 

3 

'Other transmembrane domain: 
amino acids 57-77 and 123-143 



FIGURE 130 



ATTATAGCATTTGATGAGCTGAAGACTGATTACAAGATCCTATAGACCAGTGTAATACCCTG 

AATCCCCTTGTACTCCCAGAGTACCTCATCCACGCTTTCTTCTGTGTCATGTTTCTTTGTGC 

AGCAGAGTGGCTTACACTGGGTCTCAATATGCCCCTCTTGGCATATCATATTTGGAGGTATA 

TGAGTAGACCAGTGATGAGTGGCCCAGGACTCTATGACCCTACAACCATCATGAATGCAGAT 

ATTCTAGCATATTGTCAGAAGGAAGGATGGTGCAAATTAGCTTTTTATCTTCTAGCATTTTT 

TTACTACCTATATGGCATGATCTATGTTTTGGTGAGCTCTTAGAACAACACACAGAAGAATT 

GGTCCAGTTAAGTGCATGCAAAAAGCCACCAAATGAAGGGATTCTATCCAGC^ 

CCAAGAGTAGCCTGTGGAATCTGATCAGTTACTTTAAAAAATG 



FIGURE 131 



CGGACGCGTGGGGGAAACCCTTCCGAGAAAACAGCAACAAGCTGAGCTGCTGTGACAGAGGG 

GAACAAGATGGCGGCGCCGAAGGGGAGCCTCTGGGTGAGGACCCAACTGGGGCTCCCGCCGC 

TGCTGCTGCTGACCATGGCCTTGGCCGGAGGTTCGGGGACCGCTTCGGCTGAAGCATTTGAC 

TCGGTCTTGGGTGATACGGCGTCTTGCCACCGGGCCTGTCAGTTGACCTACCCCTTGCACAC 

CTACCCTAAGGAAGAGGAGTTGTACGCATGTCAGAGAGGTTGCAGGCTGTTTTCAATTTGTC 

AGTTTGTGGATGATGGAATTGACTTAAATCGAACTAAATTGGAATGTGAATCTGCATGTACA 

GAAGCATATTCCCAATCTGATGAGCAATATGCTTGCCATCTTGGTTGCCAGAATCAGCTGCC 

ATTCGCTGAAGTGAGACAAGAACAACTTATGTCCCTGATGCCAAAAATGCACGTACTCTTTC 

CTCTAACTCTGGTGAGGTCATTCTGGAGTGACATGATGGACTCCGCACAGAGCTTCATAACC 

T.CTTCATGGACTTTTTATCTTCAAGCCGATGACGGAAAAATAGTTATATTC<^^ 

AGAAATCCAGTACGCACCACATTTGGAGCAGGAGCCTACAAATTTGAGAGAATCATCTCTAA 

GCAAAATGTCCTATCTGCAAATGAGAAATTCACAAGCGCACAGGAATTTTCTTGAAGATGGA 

GAAAGTGATGGCTTTTTAAGATGCCTCTCTCTTAACTCTGGGTGGATTTTAACTACAACTCT 

TGTCCTCTCGGTGATGGTATTGCTTTGGATTTGTTGTGCAACTGTTGCTACAGCTGTGGAGC. 

AGTATGTTCCCTCTGAGAAGCTGAGTATCTATGGTGACTTGGAGTTTATGAATGAACAAAAG 

CTAAACAGATATCCAGCTTCTTCTCTTGTGGTTGTTAGATCTAAAACTGAAGATCATGAAGA 

AGCAGGGCCTCTACCTACAAAAGTGAATCTTGCTCATTCTGAAAT TTAA GCATTTTTCTTTT 

AAAAGACAAGTGTAATAGACATCTAAAATTCCACTCCTCATAGAGCTTTTAAAATGGTTTCA 

TTGGATATAGGCCTTAAGAAATCACTATAAAATGCAAATAAAGTTACTCAAATCTGTG 



FIGURE 132 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA26847 
<siibimit 1 of 1, 323 aa, 1 stop 
<MW: 36223, pi: 5.06, NX(S/T): 1 

MAAPKGSLWWTQLGLPPLLLLTMAl^GGSGTASAEAFDSVLGDTASCHRACQL 

KEEELYACQRGCRLFSICQFVDDGIDLNRTKLECESACTEAYSQSDEQYACHLGCQNQLPFA 

ELRQEQLMSLMPKMHLLFPLTLWSFWSDMMDSAQSFITSSWTFYLQADDGKIVIFQSI^ 

QYAPHLEQEPTNLRESSLSKMSYLQMRNSQAHRNFLEDGESDGFLRCLSLNSGWILTTTLVL 

SV^WLLWICCATVATAVEQYVPSEKLSIYGDLEFMNEQldLiNRYPA 

PLPTKVNLAHSEI 



Important features: 
Signal peptide: 
amino acids 1-31 

Transmembrane domain: 
amino acids 241-260 

N-glycosylation site. 

amino acids 90-93 



FIGURE 133 



TTGGGTGATACGGCGTCTTGCCACCGGGCCTGTCAGTTGACCTACCCCTTGCACACCTACCC 
TAAGGAAGAGGAGTTGTACGCATGTCAGAGAGGTTGCAGGCTGTTTTCAATTTGTCAGTTTG 
TGGAT6ATGGAATTGACTTAAATCGAACTAAATTGGAATGTGAATCTGCATGTACAGAAGCA 
TATTCCCAATCTGATGAGCAATATGCTTGCCATCTTGGTTGCCAGAATCAGCTGCCATTCGC 
TGAACTGAGACAAGAACAACTTATGTCCCTGATGCCAAAAATGCACCTACTCTTTCCTCTAA 
CTCTGGTGAGGTCATTCTGGAGTGACATGATGGACTCCGC 




FIGURE 134 



CACACTGGCCGGATCTTTTAGAGTCCTTTGACCTTGACCAAGGGTCNGGAAAACAGCT^C^ 
GCTGAGCTGCTGTGACAGAGGGAACAAGATGGCGGCGCCGAAGGGAGCCTTTGGGTGAGGAC 
CCAACTGGGGCTCCCGCCGCTGCTGCTGCTGACCATGGCCTTGGCGGGAGGTTCGGGGACCG 
CTTCGGCTGAAGCATTTGACTCGGTCTTGGGTGATACGGCGTCTTGCCACCGGGCCTGTCAG 
TTGACCTACCCCTTGCACACCTACCCTAAGGAAGAGGAGTTGTACGCATGTCAGAGAGGTTG 
CAGGCTGTTTTCAATTTGTCAGTTTGTGGATGATGGAATTGACTTAAATCGAACTAAATTGG 
AATGTGAATCTGCATGTACAGAAGCATATTCCCAATCTGATGAGCAATATGCTTGCCATCTT 
GGTTGCCAGAATCAGCTGCCATTCGCTGAACTGAGACAAGAACAACTTATGTCCCTGATGCC 
AAAAATGCACCTACTCTTTCCTCTAACTCTGGTGAGGTCATTCTGGAGTGACATGATGGACT 
CCGC 



FIGURE 135 



GCGAGGTGGCGATCGCTGAGAGGCAGGAGGGCCGAGGCGGGCCTGGGAGGCGGCCCGGAGGT 
GGGGCGCCGCTGGGGCCGGCCCGCACGGGCTTCATCTGAGGGCGCACGGCCCGCGACCGAGC 
GTGCGGACTGGCCTCCCAAGCGTGGGGCGACAAGCTGCCGGAGCTGCA ATGG GCCGCGGCTG 
GGGATTCTTGTTTGGCCTCCTGGGCGCCGTGTGGCTGCTCAGCTCGGGCCACGGAGAGGAGC 
AGCCCCCGGAGACAGCGGCACAGAGGTGCTTCTGCCAGGTTAGTGGTTACTTGGATGATTGT 
ACCTGTGATGTTGAAACCATTGATAGATTTAATAACTACAGGCTTTTCCCAAGACTACAAAA 
ACTTCTTGAAAGTGACTACTTTAGGTATTACAAGGTAAACCTGAAGAGGCCGTGTCCTTTCT 
GGAATGACATCAGCCAGTGTGGAAGAAGGGACTGTGCTGTCAAACCATGTCAATCTGATGAA 
GTTCCTGATGGAATTAAATCTGCGAGCTACAAGTATTCTGAAGAAGCCAATAATCTCATTGA 
AGAATGTGAACAAGCTGAACGACTTGGAG(^ 

AGGCTGTTCTTCAGTGGACCAAGCATGATGATTCTTCAGATAACTTCTGTGAAGCTGATGAC 

ATTCAGTCCCCTGAAGCTGAATATGTAGATTTGCTTCTTAATCCTGAGCGCTACACTGGTTA 

CAAGGGACCAGATGCTTGGAAAATATGGAATGTCTITCTACGAAGAAAACTGTTTTAAGCCAC 

AGACAATTAAAAGACCTTTAAATCCTTTGGCTTCTGGTCAAGGGACAAGTGAAGAGAACACT 

TTTTACAGTTGGCTAGAAGGTCTCTGTGTAGAAAAAAGAGCATTCTACAGACTTATATCTGG 

CCTACATGCAAGCATTAATGTGCATTTGAGTGCAAGATATCTTTTACAAGAGACCTGGTTAG 

AAAAGAAATGGGGACACAACATTACAGAATTTCAAG?^GCGATTTGATGGAA^ 

GGAGAAGGTCCAAGAAGGCTTAAGAACTTGTATTTTCTCTACTTAATAGAACTAAGGGCTTT 

ATCCAAAGTGTTACC^lTTCTTCGAGCGCCCAGATTTTCAACTCTTTACTGGA 

AGGATGAGGAAAACAAAATGTTACTTCTGGAAATACTTCT^TGAAATCT^G 

CATTTTGATGAGAATTCATTTTTTGCTGGGGATAAAAAAGAAGO^CACAAACTAAAGG^ 

CTTTCGACTGCATTTTAGAAATATTTCAAGAATTATGGATTGTGTTGGTTGTTTTAAATGTC 

GTCTGTGGGGAAAGCTTCAGACTCAGGGTTTGGGCACTGCTCTGAAGATCTTATTTTCTGAG 

AAATTGATAGCAAATATGCCAGAAAGTGGACCTAGTTATGAATTCCATCTAACCAG 

aatagtatcattatto^cgca^tttggaagaatttctact^ct 

tcaggaacttgttacagaatattcattmagaaaact^gctgatatgtgcctgtttct^ 

aatggaggcgaaagagtggaatttcattcaaaggcataatagcaatgac^ 

acaittttatataaagttgcttttgtaaaggagaattatattgttttaagtaaacaca 

aaaaattgtgttaagtctatgtataatactactgtgagtaaaagtaatactttaataatgtg 

gtacy^ttttaaagtttaatattgaataaaagga(k5attatcaaattaaaaa;^^ 

aaaaaaaaaaaaaaaaaaaaaaaaa 



FIGURE 136 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA53974 
<subunit 1 of 1, 468 aa, 1 stop 
<MW: 54393, pi: 5.63, NX(S/T) : 2 

MGRGWGFLFGLLGAVWLLSSGHGEEQPPETAAQRCFCQVSGYLDDCTCDVETIDRFNNYRLF 

PRLQKLLESDYFRYYKWLKRPCPFVnSTDISQCGRRDCAVKPCQSDEVPDGIK^ 

NNLIEECEQAERLGAVDESLSEETQKAVLQWTKHDDSSDNFCEADDIQSPEAEYVDLLL^ 

RYTGYKGPDAWKIWNVIYEENCFKPQTIKRPLNPLASGQGTSEENTFYSWLEGLCVEKRAFY 

RLI SGLHAS INVHLSARYLLQETWLEKKWGHNITEFQQRFDGI LTEGEGPRRLKNLYFLYLI 

ELRALSKVLPFFERPDFQLFTGNKIQDEENKMLLLEILHEIKSFPLHFDENSFFAGDKKEAH 

LTRQEIVSLFNAFGRISTSVKELENFRNLLQNIH 

Important featureis: 
Signal peptide: 
amino acids 1-23 

N-glycosylation site. 

amino acids 280-283 and 384-387 

Amidation site. 

amino acids 94-97 

Glycosaminoglycan attachment site. 

amino acids 20-23 and 223-226 

Aminotransferases class -V pyridoxal -phosphate 

amino acids 216-222 

Interleukin-7 proteins 
amino acids 338-343 



FIGURE 137 



GCTGGAAATATGGATGTCATCTACGAGAAACTGTTTTAAGCCACAGACAATTAAAAGACCTT 

TAAATCCTTTGGCTTCTGGTCAAGGGACAAGTGAAGAGNACACTTTTTACAGTTGGCTAGAA 

GGTCTCTGTGTAGAAAAAAGAGCATTCTACAGACTTATATCTGGCCTACATGCAAGCATTAA 

TGTGCATTTGAGTGCAAGATATCTTTTACAAGAGACCTGGTTAGAAAAGAAATGGGGACACA 

ACATTACAGAATTTNAACAGCGATTTGATGGAATTTTGACTGAAGGAGAAGGTCCAAGAAGG 

CTTAAGAACTTGTATTTTCTCTACTTAATAGAACTAAGGGCTTTATCCAAAGTGTTACCATT 

CTTNGAGCGCCCAGATTTTCAACTNTTTACTGGAAATAi2^TTCAGGATGA^ 

TGTTACTTTTGGAAATACTTCATGAAATCAAGTCATTTCCTTTGCATTTTGATGAGAATTCA 

TTTTTTTGCTG 



FIGURE 138 



CGGACGCGTGGGCGGACGCGTGGGCGGACGCGTGGGTTGGGAGGGGGCAGGATGGGAGGGAA 

AGTGAAGAAAACAGAAAAGGAGAGGGACAGAGGCCAGAGGACTTCTCATACTGGACAGAAAC 

CGATCAGGCATGGAACTCCCCTTCGTC7VCTCACCTGTTCTTGCCCCTGGTGTTCCTGACAGG 

TCTCTGCTCCCCCTTTAACCTGGATGAACATCACCCACGCCTATTCCCAGGGCCACCAGAAG 

CTGAATTTGGATACAGTGTCTTACAACATGTTGGGGGTGGACAGCGATGGATGCTGGTGGGC 

GCCCCCTGGGATGGGCCTTCAGGCGACCGGAGGGGGGACGTTTATCGCTGCCCTGTAGGGGG 

GGCCCACAATGCCCO^TGTGCCAAGGGCCACTTAGGTGACTACCAACTGGGAAATTCA 

ATCCTGCTGTGAATATGCACCTGGGGATGTCTCTGTTAGAGACAGATGGTGATGGGGGATTC 

ATGGTGAGCTAAGGAGAGGGTGGTGGCAGTGTCTCTGAAGGTCCATAAAAGAAAAAAGAGAA 

_GTGTGGTAAGGGiU^ 

AGGTAGGTAATGTCAGGGAGTAGTCTTCATGCCTCCTTCAACTGGGAGCATGTTCTGAGGGT 

GCCCTCCCAAGCCTGGGAGTAACTATTTCCCCCATCCCCAGGCCTGTGCCCCTCTCTGGTCT 

CGTGCTTGTGGCAGCTCTGTCTTCAGTTCTGGGATATGTGCCCGTGTGGATGCTTC7VTTCCA 

GCCTCAGGGAAGCCTGGCACCCACTGCCCAACGTGAGCCAGAGGAAGGCTGAGTACTTGGTT 

CCCAGAAGGAGATACTGGGTGGGAAAAAGATGGGGCAAAGCGGTATGATGCCTGGCAAAGGG 

CCTGCATGGCTATCCTCATTGCTACCTAATGTGCTTGCAAAAGCTCCATGTTTCCTAAC^ 

TTCAGACTCCTGGCCAGGTGTGGTGGCCCACACCTGTAATTCTAGCACTTTGGGAGGCCAAG 

GTGGGCAGATCy^CTTGAGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACTCC^ 

CTCTACTAAAAAAAAAAAAATACAAAAATTAGCTGGGTGCGCTAGTGCATGCCTGTAATCTC 

ATCTACTCGGGAGGCTAAGACAGGAGACTCTCACTTCAACCCAGGAGGTGGAGGTTGCGGTG 

AGCCAAGATTGTGCCTCTGCACTCTAGCGTGGGTGACAGAGTAAGCGAGACTCC^ 

AATAATAATAATAATAATTCAGACTCCTTATCAGGAGTCCATGATCTGGCCTGGCT^CAGTi^ 

CTCATGCCTGTAATCCCAACATTTTGGGAGGCCAACGCAGGAGGATTGCTTGAGGTCTOT 

GTTTGAGACCAGCCTGGGCAACATAGAAAGACCCCATCTCTAAATAAATGTTTTAAAAAT 



FIGURE 139 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA57039 
xsubunit 1 of 1, 124 aa, 1 stop 
:><MW: 13352, pi: 5.99, NX{S/T): 1 

MELPFVTHLFLPLVFLTGLCSPFNLDEHHPRLFPGPPEAEFGYSVLQHVGGGQRWMLVGAPW 
DGPSGDRRGDVYRCPVGGAHNAPCAKGHLGDYQLGNSSHPAVNiy^ 

Important features: 
Signal peptide: 
amino acids 1-22 



Cell attachment sequence. 

i-i amino acids 70-73 

N-glycosylation site. 

famine acids 98-101 

;^ Integrins alpha chain proteins 

□ amino acids 67-81 



FIGURE 140 



CACT^GTTCCCCACCTlTCACTasrTCCCATTCCTTCCAACTTTATTTTTAG 

GGGGGCAGGATGGGAGGGAAAGTGAAGAAAACAGAAAAGGAGAGGGACAGAGGCCAGAGGAC 

TTCTCATACTGGACAGAAACCGATCAGGCATGGAACTCCCCTTCGTCACTCACCTGTTCTTG 

CCCCTGGTGTTCCTGACAGGTCTCTGCTCCCCCTTTAACCTGGATGAACATCACCCACGCCT 

ATTCCCAGGGCCACCAGAAGCTGAATTTGGATACAGTGTCTTACAACATGTTGGGGGTGGAC 

AGCGATGGATGCTGGTGGGCGCCCCCTGGGATGGGCCTTCAGGCGACCGGAGGGGGGACGTT 

TATCGCTGCCCTGTAGGGGGGGCCCACAATGCCCCATGTGCCAAGGGCCACTTAGGTGACTA 

CCAACTGGGAAATTC7VTCTCATCCTGCTGTGAATATGCACCTGGGGATGTCTCTGTTAGAGA 

CAQATGGTGATGG 



FIGURE 141 



AAAGTTACATTTTCTCTGGAACTCTCGTAGGCCACTCCCTGCTGATGCAACATCTGGGTTTG 
GGCAGAAAGGAGGGTGCTTCGGAGCCCGCCCTTTCTGAGCTTCCTGGGCCGGCTCTAGAACA 
ATTCAGGCTTCGCTGCGACTCAGACCTCAGCTCCAACATATGCATTCTGAAGAAAGATGGCT 
GAGATGGACAGAATGCTTTATTTTGGAAAGAAACAATGTTCTAGGTCAAACTGAGTCTACCA 
AATGCAGACTTTCACAATGGTTCTAGAAGAAATCTGGACAAGTCTTTTCATGTGGTT^ 
ACGCATTGATTCC^TGTTTGCTCACAGATGAAGTGGCCATTCTGCCTGCCCCTCAGAACCTC 
TCTGTACTCTCAACCAACATGAAGCATCTCTTGATGTGGAGCCCAGTGATCGCGCCTGGAGA 
AACAGTGTACTATTCTGTCGAATACaiGGGGGAGTACGAGAGCCTGTAaVCGAGCCACATCT 
GGATCCCCAGCAGCTGGTGCTCACTCACTGAAGGTCCTGAGTGTGATGTCACTGATGACATC 
ACGGCCACTGTGCCATACAACCTTCGTGTCAGGGCCACATTGGGCTCACAGACCTCAGCCTG 
GAGCATCCTGAAGCATCCCTTTAATAGAAACTCAACCATCCTTACCCGACCTGGGATGGAGA 
TCACCAAAGATGGCTTCCACCTGGTTATTGAGCTGGAGGACCTGGGGCCCCAGTTTGAGTTC 
CTTGTGGCCTACTGGAGGAGGGAGCCTGGTGCCGAGGAACATGTCAAAATGGTGAGGAGTGG 
GGGTATTCCAGTGCACCTAGAAACCATGGAGCCAGGGGCTGCATACTGTGTGAAGGCCCAGA 
-CATTCGTGAAGGCCATTGGGAGGTAGAGGGGCT-TGAGCCAGAGAGAATGTGTGGAGGTGCAA- 
GGAGAGGCCATTCCCCTGGTACTGGCCCTGTTTGCCTTTGTTGGCTTCATGCTGATCCTTGT 
GGTCGTGCCACTGTTCGTCTGGAAAATGGGCCGGCTGCTCCAGTACTCCTGTTGCCCCGTGG 
TGGTCCTCCCAGACACCTTGAAAATAACCAATTCACCCCAGAAGTTAATCAGCTGCAGAAGG 
GAGGAGGTGGATGCCTGTGCCACGGCTGTGATGTCTCCTGAGGAACTCCTCAGGGCCTGGAT 
CTCATAGGTTTGCGGAAGGGCCCAGGTGAAGCCGAGAACCTGGTCTGCATGACATGGAAACC 
ATGAGGGGACAAGTTGTGTTTCTGTTTTCCGCCA.CGGACAAGGGATGAGAGAAGTAGGAAGA 
GCCTGTTGTCTACAAGTCTAGAAGCAACCATCAGAGGCAGGGTGGTTTGTCTAACAGAAC^ 
TGACTGAGGCTTAGGGGATGTGACCTCTAGACTGGGGGCTGCCACTTGCTGGCTGAGCAACC 
CTGGGAAAAGTGACTTCATCCCTTCGGTCCTAAGTTTTCTCATCTGTAATGGGGGAATTACC 
TACACACCTGCTAAACACACACACACAGAGTCTCTCTCTATATATACACACGTACa^C^ 
TACAGCCAGCACTTGCAAGGCTAGAGGGAAACTGGTGACACTCTACAGTCTGACTGATTCAG 
TGTTTGTGGAGAGCAGGAGATAAATGTATGATGAGAATGATCAAGGAGTGTACACACTGGGT 
GGCTTGGAGAGCCCACTTTGCCAGAATAATGGTTGAGAGAAAAGGAATGATGGGAGCAATGG 
TGTTGAGTTCAGTTCAAGGGCAATGGGGGTGCAGAGGGGAATGGGTTAGGGAGGTGTAGAGT 
AGGTGAGGTGGAGGAAGGTGAGAGGCACAGTGAAAATGGGATGTGGATGAACACGGAGGATC 
CATGAACTACTGTAAAGTGTTGACAGTGTGTGCACAGTGCAGAGAGCAGGTGAAATGTATGT 
GTGGAATGGGAGGAGAATGGAGAAGTGAGTAAGATGTGGATGTTTGTTGTGGTGGTTTTTTC 
TGTTGGTAAAGTAGAGAATTGAGGAAATAAAAAGGGGGAGGCTGGGGAAAAGCGGTAAAAAA 
AAAAAAAAAA 



FIGURE 142 



</usr/seqdb2/sst/PNA/Dnaseqs.min/ss.DNA57033 
<subiinit 1 of 1, 311 aa, 1 stop 
<MW: 35076, pi: 5 . 04 / NX (S/T) : 2 

MQTFTMVLEEIWTSLFMWFFYALIPCLLTDEVAILPAPQNLSVLSTlimKHLLMWSP^ 

TVYYSVEYQGEYESLYTSHIWIPSSWCSLTEGPECDVTDDITATVPYNLRVRATLGSQTSAW 

SILKHPFNRNSTILTRPGMEITKDGFHLVIELEDLGPQFEFLVAYWRREPGAEEHVK]^ 

GIPVHLETMEPGAAYCVKAQTFVKAIGRYSAFSQTECVEVQGEAIPLVIALFAFVGFMLILV 

WPLFVWKMGRLLQYSCCPVVVLPDTLKITNSPQKLISCRREEVDACATAVMSPEELL^ 

Jtaportaiijt featu2res:__.„ _j ^ „ ^ 

Signal peptide: 
amino acids 1-29 

Transmembrane domain: 
amino acids 230-255 

N-glycosylation site. 

amino acids 40-43 and 134-137 

Tissue factor proteins, 
amino acids 92-119 



Integrins alpha chain proteins 
amino acids 232-262 



FIGURE 143 



TCCTGCTGATGCACATCTGGGTTTGGCAAAAGGAGGTTGCTTCGAGCCGCCCTTTCTAGCTT 

CCTGGCCGGCTCTAGAACAATTCAGGCTTCGCTGCGACTAGACCTCAGCTCCAACATATGCA 

TTCTGAAGAAAGATGGCTGAGATGACAGAATGCTTTATTTTGGAAAGAAACAATGTTCTAGG 

TCAAACTGAGTCTACCAAATGCAGACTTTCACAATGGTTCTAGAAGAAATCTGGACAAGTCT 

TTTCATGTGGTTTTTCTACGCATTGATTCCATGTTTGCTCACAGATGAAGTGGCCATTCTGC. 

CTGCCCCTCAGAACCTCTCTGTACTCTCAACCAACATGAAGCATCTCTTGATGTGGAGCCCA 

GTGATCGCGCCTGGAGAAACAGTGTACTATTCTGTCGAATACCAGGGGGAGTACGAGAGCCT 

GTACACGAGCCACATCTGGATCCCCAGCAGCTGGTGCTCACTCACTGAAGGTCCTGAGTGTG 

ATGTCACTGATGACATCACGGCCACTGTGCCATACAACCTTTGTGTCAGGGCCACATTGGGC 

TC^CAGACCTCAGCCT 

CCGACCTGGGAT6GAGATCACCAAAGATGGCTTNCACCTGGTTATTGAGCTGGAGGACCTGG 
GGCCCCAGTTTGAGTTCCTTGTGGCCTANTGGAGGAGGGGCGAACCCCTTGCGGCGCAAGGG 
GTTNGCGAACCCCTTGCGGCCGCTGGGGTATCTCtCGAGAAAAGAGAGGCCCAATATGACCC 
ACATACTCAATATGGACGAAOTGCTATTGTCCACCrGTTTGAGTGGC^ 



FIGURE 144 



CCCACGCGTCCGCCCACGCGTCCGAGGGACAAGAGAGAAGAGAGACTGAAACAGGGAGAAGA 
GGCAGGAGAGGAGGAGGTGGGGAGAGCACGAAGCTGGAGGCCGACACTGAGGGAGGGCGGGA 
GGAGGTGAAGAAGGAGAGAGGGGAGAAGAGGCAGGAGCTGGAAAGGAGAGAGGGAGGAGGAG 
GAGGAGATGCGGGATGGAGACCTGGAGTTAGGTGGCTTGGGAGAGCTTAATGAAAAGAGAAC 
GGAGAGGAGGTGTGGGTTAGGAACCAAGAGGTAGCCCTGTGGGCAGCAGAAGGCTGAGAGGA 
GTAGGAAGATCAGGAGCTAGAGGGAGACTGGAGGGTTCCGGGAAAAGAGCAGAGGAAAGAGG 
AAAGACACAGAGAGACGGGAGAGAGAAGAAGAGTGGGTTTGAAGGGCGGATCTCAGTCCCTG 
GCTGCTTTGGCATTTGGGGAACTGGGACTCCCTGTGGGGAGGAGAGGAAAGCTGGAAGTCCT 
GGAGGGACAGGGTCCCAGAAGGAGGGGACAGAGGAGCTGAGAGAGGGGGGCAGGGCGTTGGG 
CAGGGGTCCCTCGGAGGCCTCCTG^ 

GCTGGTACTCTGGGCTGCACTGGGGGCAGCAGCTCACATCGGACCAGCACCTGACCCCGAGG 
ACTGGTGGAGCTACAAGGATAATCTCCAGGGAAACTTCGTGCCAGGGCCTCCTTTCTGGGGC 
CTGGTGAATGCAGCGTGGAGTCTGTGTGCTGTGGGGAAGCGGCAGAGCCCCGTGGATGTGGA 
|GCTGAAGAGGGTTCTTTATGACCCCTTTCTGCCCCCATTAAGGCTCAGCACTGGAGGAGAGA 
s AGCTCCGGGGAACCTTGTACAACACCGGCCGACATGTCTCCTTCCTGCCTGCACCCCGACCT 
GTGGTCAATGTGTCTGGAGGTCCCCTCCTTTACAGCCACCGACTCAGTGAACTGCGGCTGCT 
GTTTGGAGCTCGCGACGGAGCCGGCTCGGAACATCAGATCAACCACCAGGGCTTCTCTGCTG 
AGGTGCAGCTO^TTCACTTCAACCAGGZAGTCTACGGGAATTTCAGCGCTGCCT 
JCCCT^TGGCCTGGCCATTCTCAGCCTCTTTGTCAACGTTGCC^ 
jCAGTCGCCTCCTTAACCGCGACAGCATCACTCGCATCTCCTAa^GA^ 
•TTCAAGACCTGAGCCTGGAGCTCCTGTTCCCTGAATCCTTCGGCTTCATCACCTATCAG^ 
TCTCTCAGCACCCCGCCCTGCTCCGAGACTGTCACCTGGATCCTCATTGACCGGGCCCTCAA 
TATOVCCTCCCrrCAGATGaVCTCCCTGAGACTCCTGAGCCa^GAATCCTCCT^^^ 
TCCAGAGCCTCAGCGGTAACTVGCCGGCCCCTGCAGCCCTTGGCCCACTIGGGCACTC^ 
AACAGGGACCCCCGGCACCCCGAGAGGCGCTGCCGAGGCCCCAACTACCGCCTGCATGTGGA 
TGGTGTCCCCCATGGTCGCTGAGACTCCCCTTCGAGGATTGCACCCGCCCGTCCTAAGCCTC 
CCCACAAGGCGAGGGGAGTTACCCCTAAAACAAAGCTATTAAAGGGACAGAATACTTA 



FIGURE 145 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA34353 
<sxabunit 1 of 1, 328 aa, 1 stop 
<MW: 36238, pi: 9.90, NX(S/T) : 3 

MGAAARLSAPRALVLWAALGAAAHIGPAPDPEDWWSYKDNLQGNFVPGPPFWGLVNAAWSLC 

AVGKRQSPVDVELKRVLYDPFLPPLRLSTGGEKLRGTLYNTGRHVSFLPAPRPVVNVSGGPL 

LYSHRLSELRLLFGARDGAGSEHQINHQGFSAEVQLIHFNQELYGNFSAASRGPNGLAILSL 

FVNVASTSNPFLSRLLNRDTITRISYKNDAYFLQDLSLELLFPESFGFITYQGSL^ 

TVTWILIDRALNITSLQIfflSLRLLSQNPPSQIFQSLSGNSRPLQPLM 

RCRGPNYRLHVDGVPHGR 

Important features: 
Signal peptide: 
amino acids 1-23 

' Transmembrane domain: 
amino acids 177-199 

, N -glycosylation site. 

^ amino acids 118-121, 170-173 and 260-263 

Eukaryotic-type carbonic anhydrases proteins 
amino acids 222-270, 128-164 and 45-92 



FIGURE 146 



GGCGCCTGGTTCTGCGCGTACTGGCTGTACC3GAGCAGGAGC7^ 

GTTCGTGTCCCCGCCCCrCGCTCCTGCAGCTACTGCTCAGAAACGCI^^^ 

GCAGCTCCCTTCCCACCCCAACTGCAGGTCTAATTTTGGACXJCTTTGCCTGCC^ 

CGCAGAGGCGGAGGCTCGCGTATTCCTGCAGTCAGCACCCACGTCGCCCCCGGACGCTCGGTGCTCT^ 

GCGAGCGGGGCTCTCCGTCTGCGGTCCCTTGTGAAGGCTCTGGGCGGCTGCAGAGGCCGGCCGTCCGGT^ 

CACCTCTCCCAGGAAAtm'q^CACrGGAGAGCaU^ 

ATCCTGAGGT^TTCATTATGAAGTGTACCXK^GCXSGGAGTGG 

GCAATTCCAGCCTITGGTGGTTCCCAATGCCACTTTATT 

GAGTGGTGGATAGCCAAACAACGAGGGAAAAGGGCCATCACAGACAATGA(^ 

AATAAATTACGAAGTGAGGTGTATCCAACAGCCrCTAATATGGAGTATATGACATGGGATC^ 

TCTGCAGAATCCTGGGCTGAAAGTTGCTTGTGGGAACATGGACCTGCAAGCTTGCTTCCATCAAT^ 

TTGGGAGCACACTGGGGAAGATATAGGCCCCCGACGTTTCATGTACAATCGTGGTATGATGAAGTGAAAGAC^ 

AGCTACCCATATGAACT^TGAATGCAACCCT^TATTGTCCATTCAGGTGa^ 

GAGGTCGTGTGGGCAACTAGTAACAGAATCGGTTGTGCCATTAATTTGTGTCy^TAACATG^ 

ATATGGCCCMAGCTOTCrACCTGGTGTGCAATTACTCCCCAAAGGC^^ 

CATGGGOSGCCCTGTTCTGCraGCCCACCrAGTTCT 

TCAGACAGGTATTATCCCCCTOSAGAAGAGGAAACAAATGAAAT^ 

O^TiSTCCGGACaAGATaiGATCATAGTAGaiGAZ^ 

TGTGAAGTAAGATTAAGAGATCS^GTGCAAAGGAACS^CrTGCSU^^ 

AGTAAAGCTAAAGTTATTGGCAGTGTACATTATGAAATGCAATCCyVGCATCTGTAGAGCTGC^ 

ATAATAGACAATGATGGTGGCTGGGTAGATATCACTAGACAAGGAAGAAAGC^ 

AATGGTATTCAAACAATTGGCAAATATCAGTCTGCTAATTCCTTCAC^ 

ACTTGTGAAACAACTGTGGAACAGCTCTGTCCATTTCATAAGCCTGCTTCAa^ 

CGTAACTGTATGO^GCAAATCCACATTATGCTCGTGTAATTGGAACTCGAGTTTATTCTGA^ 

TGCAGAGCAGCAGTACATGCTGGAGTGGTTCGAAATCACGGTGGTTATGTTGATGTAATGCCTGTG^ 

AAGACCTACATTGCnrrcrTTTCAGAATGGAATC^ 

AGAGTGTTTGCTGTTGT CTGAA ACTCaATACTTGG^ 

ATTTTGTATAAAACTGTAACATTACTGTACAGAGTACATa^CTAT^ 

TAAATCTTGATAAACAAAGTCTATAAAATAAAACATGGGAC^^ 

TTTTAGS^AATCCTGTGTTAAATATTGCTATATTTTCCT 

GTTCTACGTTTCT^TATATTATATGGTGCITTGTATATGCCACTAATAAAATGAATCTA 

GCCCTOIGAAAATCATCTAGTGCATTTAAAAATAATCGACTCTAAAACTGAAAGAAACCTTATCACATO 

AGTTCAATGCTATGCCATTACCy^CTCCAAATAATCTCy^TAATTTTCC^ 

TGTTAATTTAGGCATATAGAATATTAAATTCTGATATTGCACrTCTTATTTO 

CAAATGAATCTGTTAAAATGTTTGATTCCTTGGGAATGGCCTTAAT^TAAATGTAATAA^ 

ATGAAT^CATTCCTAGTGATCATGTAGTAAATGTAGGGTTAAGCATGGACAG^ 

AAATTGAGGTCACATATTTTCITTTGTATCCTGGCS^ . 

GAACAAAGATGAACTAATGTATTACATTACCATtGCC^ 

ATATTGCCATATCATCGTACCTATAATGGTGATATATTTGTTTCT^ 

AATCTOTAAAATGTTAGTTTTGGTAATTTTTTTTCTGC^^ 

TAAACATTAAAATTAATCATGTTTCAAAAAAAAAAAAA 



FIGURE 147 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA45417 
<subunit 1 of 1, 500 aa, 1 stop 
<MW: 56888, pi: 8.53, NX(S/T) : 2 

MKCTAREWLRVTTVLFmRAIPAMWPNATLLEKLLEKYMDEDGEWWIAKQR^ 

QS I LDLHNKLRSQVYPTASNME YMTWDVELERSAESWAESCLWEHGPASLLPS IGQN^ 

GRYRPPTFHVQSWYDEVKDFSYPYEHECNPYCPFRCSGPVCTHYTQWWATSNRIGCAINLC 

HNmiWGQIWPKAWLVCNYSPKGNWWGHAPYKHGRPCSACPPSFGGGC^ 

YPPREEETNEIERQQSQVHDTHVRTRSDDSSRNEVISAQQMSQIVSCEVRLRDQCKGTTCNR 

YECPAGCLDSKAKVIGSVHYEMQSSICRAAIHYGIIDNDGGWVDITRQGRKHYFIKSNRNGI 

QTIGKYQSANSFIVS^^ 

TRVYSDLSSICRAAVHAGVVRiraGGYVDVMPVDKRKTYIASFQNGIFSESLQNPPGGKAFRV 
FAW 

ll Is^ortant features: 
Q Signal peptide: 
g amino acids 1-20 

Q Extracellular proteins SCP/Tpx-l/Ag5/PR-l/Sc7 protein 
ryamino acids 165-186, 196-218, 134-146, 96-108 and 58-77 

D 

'^N-glycosylation site 
amino acids 28-31 



FIGURE 148 



GCGGAGACAAGCGCAGAGCGCAGCGG?VCGGCCACAGAC?^GCCCTGGGC:7lTCCACCGAC^ 
CAGCCGGAGCCAGCAGAGCCGGAAGGCGCGCCCCGGGCAGAGAAAGCCGAGCAGAGCTGGGT 
GGCGTCTCCGGGCCGCCGCTCCGACGGGCCAGCGCCCTCCCCATGTCCCTGCTCCCACGCCG 
CGCCCCTCCGGTCAGCATGAGGCTCCTGGCGGCCGCGCTGCTCCTGCTGCTGCTGGCGCTGT 
ACACCGCGCGTGTGGACGGGTCCAAATGCAAGTGCTCCCGGAAGGGACCCAAGATCCGCTAC 
AGCGACGTGAAGAAGCTGGAAATGAAGCCAAAGTACCCGCACTGCGAGGAGAAGATGGTTAT 
CT^TOVCCACCAAGAGCGTGTCCAGGTACCGAGGTCAGGAGCACTGCCTGCACCCC^ 
AGAGCACCAAGCGCTTCATCAAGTGGTACAACGCCTGGAACGAGAAGCGCAGGGTCTACGAA 
GAATAGGGTGAAAAACCTCAGAAGGGAAAACTCCAAACCAGTTGGG 
. CTTTGCAGATTAAAAAAAAAAAAAAAAAAAAA^ 

TTTCTCACAGGCATAAGAC?^CAAATTATATATTGTTATGAAGCACTTTTTACC^ 

TTTTTACATTTTATAGCTGCGTGCGAAAGGCTTCCAGATGGGAGACCCATCTCTCTTGTGCT 

CCAGACTTCATCACAGGCTGCTTTTTATCAAAJ^GGGGAAAACTC^ 

AAAATGCTTTTTTGTATTTGTCCATACGTG?ICTATACATCTGAGCTTTATAAGCGCCCGGGA 
GGAACAATGAGCTTGGTGGACACATTTCATTGCAGTGTTGCTC 

TTCCGCTTAGAGGTCCTGGCGCCTCGGCACAGCTGCCACGGGCTCTCCTGGGCTTATGGCCG 

GTCACAGCCTCAGTGTGACTCCACAGTGGCCCCTGTAGCCGGGCAAGCAGGAGCAGGTCTC^ 

CTGCATCTGTTCTCTGAGGAACTCAAGTTTGGTTGCCAGMAAAT^^ 

GGTTAATTTTTACACACCCTAGGAAACATTTCCAAGATCCTGTGATGGCGAGACAAATGA^ 

CTTAAAGAAGGTGTGGGGTCTTTCCCAACCTGAGGATTTCTGAAAGGTTCACAGGTTC^ 

TTTAATGCTTCAGAAGCATGTGAGGTTCCCAACACTGTCyiGC^^ 

TAAAAATATATGAATACATGCGCAATACACAGCTAO^GACAC^ 

AACCTTO^GCATGTTTCTTTCCCTCACCACAACaVGAAC^^ 

TTGTGATTCCCCATGTAATTCTTO^TGTTAAACAGTGCAGTCCTCTTTCGAAAG 

GACCATGCGCCCTTTCCTCTGTACATATACCCTTAAGAACGCCCCCTCCACACACTGCCCCC 

CAGTATATGCCGCATTGTACTGCTGTGTTATATGCTATGTACATGTCAGAAACCATTAGCA 

TGCATGCAGGTTTCATATTCTTTCTAAGATGGAAAGTAATAAAATATATTTGAAATGTAAAA 

AAAAAAAAAAA 



FIGURE 149 

MSLLPRRAPPVSMRLLAAALLLLLLALYTARVDGSKCKCSRKGPKIRYSDVKKLEM^ 
CEEKMVIITTKSVSRYRGQEHCLHPKLQSTKRFIKWYNAWNEKRRVYEE 



Signal sequence: 

amino acids 1-34 



FIGURE 150 

GCCCXAGGGACTGCTATGGCTTCCnTTGTTGTTCACCCCGGT 

GTTAACTGCTCTTGCCATCAAGTTCACCCTCATTGACAGCC^ 

OU^TCCGGGGCCTAAGAACT^CCGTTACCCAATGAGATCTTGGGTCCAGTGG^ 

TGCCrCACCCCCCACTGGAGAGAGGCGGTTTCAGCCCCCAGAACCCCCGTCCTCCTGGACT 

TACTCAGTTTGCTGCTGTGTGCCCCaVGCACCTGGATGAGAGATCCTTACrGC^ 

TACCGCCAATTTGGATACTTTGATGACCTATGTTCAAGATCAAAATGAAGACTGCCTTTAC^ 

GCCCACGGAAGATGGAGCCAACACAAAGAAAAACGCAGATGATATAACGAGTAATGA 

TATTO^TGATCy^GAACAGTAAGAAGCCCGTCATGGTCTATATCCATGGGGGATC^ 

CATG ATTGA CGGCAGCATTTTGGCAAGCT 

AGGGTTTTTAAGTACCGGTGACCAGGCAGCAAAAGGCAACTATGGGCTCC^^ 

GATTGAGGAGAATGTGGGAGCCTTTGGCGGGGACCCCAAGA6AGTGACCATCTTTGGCTCGGGGG 

CTGTGTCAGCCTGTTGACCCTGTCCCACTACTCAGAAGGTCTCTTCCAGAAGGCC^ 

CCTGTCCAGCTGGGCAGTGAACTACCAGCCGGCCy^GTACACTCGGATATTGGCAGA 

GCTGGACACCACGGACATGGTAGAATGCCTGCGGAACAAGAACTACAAGGAGCT 

GGCCACCTACCACATAGCCTTCGGGCCGGTGATCGACGGCGACGTCATCCCAGACGACCCCC^ 

GO^GGCGAGTTCCTCAACTACGACATCyVTGCTGGGCGTCaA 

CGTGGATAACGAGGACGGTGTGACGCCCAACGACTTTGACTTCTCCGTGTCCAACTTC^ 

GTAGGCnX3AAGGGAAAGACACTTTGGGGGAGAG^ 

GGAGACGCGGCGGAAAACCCTGGTGGCrCTCTTTACTGACCACCAGTGGGTGGCCCC 
GCACGCGCAGTACGGCTCCCCCACCTACTTCTATGCCTTCTATCATCACTGCCAAAGCGAAAT^^ 
. |~ GGCAGATTCGGCCCATGGTGATGAGGTCCCCTATGTCTTCGGCATCCCCATGATCGGTCCCACCG^ 
M TTGTAACTTTTCCAAGAACGACGTCATGCTCAGCGCCGTGGTCATGACCTACTGGACGAACTTCGCCAAAACTG^ 
!□ TGATCCAAATCAACCAGTTCCTCAGGATACCAAGTTCATTCACACAAAACCCAACCGCTTTC^ 

GTCCAAGTATAATCCCAAAGACCAGCrcrATCTGCATATTGGCTTGAAACCCAGAGTGAGAGATCACTACCGG^ 
AACGAAAGTGGCTTTCTGGTTGGAACTCGTTCCrCATTTGCACAACrTGAACGAGATATTCCAGTATGTTTCAAC 
j=4 AACCACAAAGGTTCCrCCACCAGACATGACATCATTTCCCTATGGCACCCGGCGATCTCCCGC<^ 

AACCACCAAACGCCCAGCAATCACTCCTGCCAACAATCCCAAACACTCTAAGGACCCTCACAAAACAGGGCC^ 
W GGACACAACTGTCCTCATTGAAACCAAACGAGATTATTCCACCGAATTAAGTGTCACCATTGCCGTCGGGGCG 

# GCTCCTCTTCCTCAACATCTTAGCTTTTGCGGCGCTGTACTACAAAAAGGACAAGAGGCGCCAT^ 
£= GCGCCCCAGTCCCCAGAGAAACACCACAAATGATATCGCrCACATCCAGAACGAAGAGATCATGT 
U GAAGCAGCTGGAACACGATCAaSAGTGTGAGTCGCTGCAGGCACACGAO^C^ 

CTACACCCTCACGCTGCGCOCMTCGGCAGATGACATCCCACITATGACGCCA^ 
CACACIXSACGGGGATGCAGCCTTTGCACACTTTTAACACCITCAGTa 

• ^ CGGACATTCCACCACTAGAGTATAGCTTTGCCCTATTTCCCTTCCTATCCC^ 
■J AGAAGAGGGAAGGAAAGAGAGAAGGAAAGAGAGAGAGAAAGAAAGTCTCCAGACCAGGAATGT^ 
y GACTTAAGACAAAAATGCAAAAAGGCAGTCATCCCATCCCGGCAGACCCTTATCGTTGGTGTTTTCCA^^ 
i^AAGATCAACTTCTGACCCTGTGAAATGTGAGAAGTACACATTTCTGTTAAAATAACTGCTTTAAGATCTC^ 

CTCCAATCAATGTTTAGTGTGATAGGACATCACCATTTCAAGGCCCCGGGTGTTTCG?^CGTCATGGAA 
GACACTTCKSAAACTCAGCCAAGGACACTTGATATTTTTTAATTACAAT^^ 
CACACAATGGATGGCTCTCCTTAAGTGAAGAAAGAGTCAATGAGATTTTGCCCAGCACATC^ 
AGAGAAGGAAACGTAGAAATTTATTATTAAAAGAATGGACTGTGGAGCGAAATC^ 
GTGTTTTGCCAGCCTGAACTATATTTAAiGAGACTTTGT 




FIGURE 151 

MLNSNVLLWLTALAIKFTLIDSQAQYPVVNTNYGKIRGLRTPLPNEILGPVEQYL^ 

PTGERRFQPPEPPSSWTGIROTTQFAAVCPQHLDERSLLHDMLPIWFTANLDTLMTYVQDQN 

EDCLYmiYVPTEDGi^KKNADDITSlTORGEDEDIHDQNSKKPVMVYIHG^ 

DGSILASYGNVIVITINYRLGILGFLSTGDQAAKGNYGLLDQIQALRWIEENVGAFGGDPKR 

VTIFGSGAGASCVSLLTLSHYSEGLFQKAIIQSGTALSSWAVNYQPAKYTRIIJU)K^ 

DTTDMVECLRNKNYKELIQQTITPATYHIAFGPVIDGDVIPDDPQILMEQGEFLJSrroiMLGV 

NQGEGLKFVDGIVDNEDGVTPlSnDFDFSVSNFVDNLYGYPEGKDTLRETIKFMYTDWADKENP 

ETRRKTLVALFTDHQWVAPAVAADLHAQYGSPTYFYAFYHHCQSEMKPSWADSAHGDEVPYV 

FGIPMIGPTELFSCNFSKNDVMLSAVVMTYWTNFAKTGDPNQPVPQDTKFIHTKPN^ 

WSKYNPIODQLYLI^^ 

FPYGTRRSPAKIWPTTKRPAITPAJSnSTPKHSKDPHKTGPEDTTVLIETKRDYSTELSW 
t. ASLLFLNILAFAALYYKKDKRRHETHRRPSPQRLn'TlSDIAHIQN^ 

□ SLQAHDTLRLTCPPDYTLTLRRSPDDIPLMTPNTITMIPNTLTGMQPLHTFNTFSGGQN^ 
LPHGHSTTRV 

^ Signal sequence: 

i amino acids 1-24 

y Transmembrane domains: 

Eamino acids 189-204^ 675-692 




FIGURE 152 

GGGAAA(^3PGGCGGCGACTCTGGGACCCCTTGGGTCGTGGCAGCAGTGGCGGCGATGTTTGT 

CGGCTCGGGATGGGTCCAGGATGTTACTCCTTCTTCTTTTGTTGGGGTCTGGGCAGGGGCCA 

CAGCAAGTCGGGGCGGGTCAAACGTTCGAGTACTTGAAACGGGAGCACTCGCTGTCGAAGCC 

CTACCAGGGTGTGGGCACAGGCAGTTCCTCACTGTGGAATCTGATGGGCAATGCCATGGTGA 

TGACCCAGTATATCCGCCTTACCCCAGATATGCAAAGTAAACAGGGTGCCTTGTGGAACCGG 

GTGCC71TGTTTCCTGAGAGACTGGGAGTTGCAGGTGCACTTC?U^TCCATGGAC7^GG 

GAAGAATCTGCT^TGGGGATGGCTTGGCAATCTGGTACACAAAGGATCGGATGCAGC^^ 

CTGTGTTTGGAAACATGGACAAATTTGTGGGGCTGGGAGTATTTGTAGACACCTACCCCAAT 

GAGGAGAAGCAGCAAGAGCGGGTATTCCCCTACATCTCAGCCATGGTGAACAACGGCTCCCT 

CAGCTATGATCATGAGCGGGATGGGCGGCCTACT^GAGCTGGGAGGCTGCACAGCCATTGTCC 

GCAATCTTCATTACGACACCTTCCTGGTGATTCGCTACGTCAAGAGGCATTTGACGATAATG 

ATGGATATTGATGGCAAGCATGAGTGGAGGGACTGCATTGAAGTGCCCGGAGTCCGCCTGCC 

CCGCGGCTACTACTTCGGCACCTCCTCCATCACTGGGGATCTCTCAGATAATCATGATGTC^ 

TTTCCTTGAAGTTGTTTGAACTGACAGTGGAGAGAACCCCAGAAGAGGAAAAGCTCCATCGA 

GATGTGTTCTTGCCCTCAGTGGACAATATGAAGCTGCGTGAGATGAGAGGTG^ 

CCTGAGTGGCCTGGCCCTCTTCCTCATCGTCTTTTTCTCCCTGGTGTTTTCTGTATTTGCCA 

TAGTCATTGGTATCATACTCTACAACAAATGGCAGGAACAGAGCCGAAAGCGCTTCTAC TGA 

GCCCTCCTGCTGCCACCACTTTTGTGACTGTCACCCATGAGGTATGGAAGGAGCAGGCACTG 

GCCTGAGCATGCAGCCTGGAGAGTGTTCTTGTCTCTAGCAGCTGGTTGGGGACTATATTCTG 

TCACTGGAGTTTTGAATGCAGGGACCCCGCATTCCCATGGTTGTGCATGGGGACATCTAACT 

CTGGTCTGGGAAGCCACCCACCCCAGGGCAATGCTGCTGTGATGTGCCTTTCCCTGCAGTCC 

TTCCATGTGGGAGCAGAGGTGTGAAGAGAATTTACGTGGTTGTGATGCCAAAATCACAGAAC 

AGAATTTCATAGCCCAGGCTGCCGTGTTGTTTGACTCAGAAGGCCCTTCTACTTCAGTTTTG 

AATCCACAAAGAATTAAAAACTGGTAACACCACAGGCTTTCTGACCATCCATTCGTTGGGTT 

TTGCATTTGACCCAACCCTCTGCCTACCTGAGGAGCTTTCTTTGGAAACCAGGATGGAAACT 

TCTTCCCTGCCTTACCTTCCTTTCACTCCATTCATTGTCCTCTCTGTGTGCAJ^CCTGAGCTG 

GGAAAGGCATTTGGATGCCTCTCTGTTGGGGCCTGGGGCTGCAGAACACACCTGCGTTTCAC 

TGGCCTTCATTAGGTGGCCCTAGGGAGATGGCTTTCTGCTTTGGATCACTGTTCCCTAGCAT 

GGGTCTTGGGTCTATTGGCATGTCCATGGCCTTCCCAATCAAGTCTCTTCAGGCCCTCAGTG 

AAGTTTGGCTAAAGGTTGGTGTAAAAATCAAGAGAAGCCTGGAAGACATCATGGATGCCATG 

GATTAGCTGTGCAACTGACCAGCTCCAGGTTTGATCAAACCAAAAGCAACATTtGTCATGTG 

GTCTGACCATGTGGAGATGTTTCTGGACTTGCTAGAGCCTGCTTAGCTGCATGTTTTGTAGT 

TACGATTTTTGGAATCCCACTTTGAGTGCTGAAAGTGTAAGGAAGCTTTCTTCTTACACCTT 

GGGCTTGGATATTGCCCAGAGAAGAAATTTGGCTTTTTTTTTCTTAATGGACAAGAGACAGT 

TGCTGTTCTCATGTTCCAAGTCTGAGAGCAACAGACCCTCATCATCTGTGCCTGGAAGAGTT 

CACTGTCATTGAGCAGCACAGCCTGAGTGCTGGCCTCTGTCAACCCTTATTCCACTGCCTTA 

TTTGACAAGGGGTTACATGCTGCTCACCTTACTGCCCTGGGATTAAATCAGTTACAGGCCAG 

AGTCTCCTTGGAGGGCCTGGAACTCTGAGTCCTCCTATGAACCTCTGTAGCCTAAATGAAAT 

TCTTAAAATCACCGATGGAACCAAAAAAAAAAAAAAAAAGGGCGGCCGCGACTCTAGAGTCG 

ACCTGCAGTAGGGATAACAGGGTAATAAGCTTGGCCGCCATGG 



FIGURE 153 



></usr/seqdb2/sst/DNA/Dnaseqs.niin/ss,DNA50911 
xsubunit 1 of .1, 348 aa, 1 stop 
xMW: 39711, pi: 8.70, NX(S/T): 1 

MAATLGPLGSWQQWRRCLSARDGSRMLLLLLLLGSGQGPQQVGAGQTFEYLKREHSLSKPYQ 

GVGTGSSSLWNLMGNAMVMTQYIRLTPDMQSKQGALWNRVPCFLRDWELQVHFKIHGQGK^ 

LHGTCLAIWYTKDRMQPGPVFGNMDKPVGLGVFVDTYPNEEKQQERVFPYISA^^^ 

DHERDGRPTELGGCTAIVRNLHYDTFLVIRYVKRHLTIimDIDGKHET^^ 

YYFGTSSITGDLSDiraDVISLKLFELTVERTPEEEKLHRDVFLPSVDlSnyiKLPEMTAPLPPLS 

GLALFLIVFFSLVFSVFAIVIGIILYNKWQEQSRKRFY 

Signal sequence: 

amino acids 1-38 



Transmembrane domain: 

amino acids 310-329 



FIGURE 154 

CaSAGCCGGGOXrGCAGCGACGGAGCTGGGGCCXSGCCTGGGACCATGGGOT 

CTGATGGTGGGTCGTTAACCTCAGTGGGGACrCCAAGATTTCCATGAA^^ 

TGGGGTCTGGCTCAGAATTCCTGCAGCTGGTGAAT^TCTGTTTTCTAGAAGAGGTTTAAT^ 

GACATGTTCCCGATTTGAGGTGAAACCATGAAGAGAAAATAGAATACOT 

TGCTGCTGCTGGCCCTGGCTGCGCTGCTGGCCTTTGTGAGCCTCAGCCTGCAGTTCTO 

CGACTCCTAAGAATGGAATGAGTAGa^GAGTCGAAAGAGAATCAT^ 

CAGACCCCGTTTATGAAGCTCTTTTGTACIXX^ 

CIGCATCATTTTAAGCTGGTCTCAGTGCATGTGTTCATTC^ 

AAAO^GaSACCAGAAATTGACTGCACTCTGGTGGCT 

TTAGTCAOITGTCAAAAGGATCCGGAGCCTCTTTCGAAAGCCCCTTGAACTCCTT^ 

CATTGTGTGAGATGGGAGAGCTCACACAGACAGGAGTTGTGCAGCATTTGC^ 

TCTATCTAAAGAAACACAAACTCCTGCCCAATGATTGGTCTGCAGACa^GCTCT^^ 

GCCGGACCCTACy^GTGGGCTGGCCTTGCTTTATGGCTTTCTCCCAGATTTTGACTGG^ 

GGCACCAGCCT^GTGCGCTGTTCTGCTCTGGAAGCTGCTATTGCCCGGTAAGAAACCAGT^ 

AGCGTCGTCAGTACCTCCTACGTTTGAAAAACAGCCAGCTGGAGAAGACCTACGGGGAGATGGCC^ 

ATGTCCCCACCAAGCAGCTTAGAGCTGCCAACCCCATAGACTCCATGCTCTGC 

TTCCCTGTACCAGAAATGGCTOTGTTGACATGGAGCAC^ 

GGGAAAGACGGGAGAAGftAATTGTACTTCGGGTATtCTCTCC^^ 

GCCGGATGCAGCGTGCCACCGAGGGCAGGAAAGAAGAGCTCTTTGCCCTCTACTOT 

CACCAGTTCTCAGTGCCTTGGGCCTTTCAGT^GCCAGGTTCCCAAGGTT^ 

ggcaagacagagaaaagcccagtgaacattccgtccggattctttacaatggcgtcgatgtc^ 
ctttctgccaagaccaccacaagcgttctcccaagcccatgtgcccgcttg;^^ 
gggacatgtttgtagccctgggtggcagtggtacaaattattatgatgcatgtcac^ 
tatgcyvgtacagcagtatagaatcct^tgccaatacagagcatagggaaaggtccacto 

TAAGGGTAGAAGATTATTGCTTTTTAAAGGCTAAATATTGTTTGTGGGAACaVCAGATGGTTGGGGTTG^ 

AAGCACTVTTGCTGCAATGTGGTACGTGAATTGCTTGGTAO^AAATGGC^ 

TATCATAGCOVGACTTOKrTTAGAATGCCAGAATAATATAGTTC^ 

TCTTCTOGCCI^CCCATGTTACTATGTGAT^^ 

TTTACCTTGTCCTTGTTAAGAATTTCTTGAAGTGATITATCT^ 

GCCAGATTGTAAATATTTCAGACTGTGTGGACCAAAAGGCCACaVTAC^^ 

TTCTGAAGCAGGAAAGCCACCACAGACAGTACATAAAGGAATATGTGTAGCTGGGTTCCCAGGCC^ 

GATGGTGACCT^GACTTGGCCCCTGGGCTGTAGTTTGCTGACCCCTCATCTAAAAAATAGGCTATACTAC^ 

ACTTCCAGCACrTTGAGAACGAGTTGAATACCAAGAATTATTC^ 

CAGAATTTGGTCTGTATCTGACACTAGAACAAAACTTGAGGGTAAATAAACAT^ 

AACI^TTAGAAGAATACTTGATGTTTATGATGATTGTGGTACAAGATAGT^^ 

CTGCTGTAGTCTATTTGCTGTATATGCTGAAATTTTTGTATGCCATTTAGTATTTTTATAGTTTAGGAAAATATO 
TTCTAAGACCAGTTTTAGATGACTCTTATTCCTGTAGTAATATTCAATTTGC^ 
GAGGCTAGAAGATGAATTCAGGCACTTTCTTCCS^TAAAACrAAlTAT^ 
ACTOGATTCATTTTTAAACCATTTTCATCAGTTTC^^ 

AGAACTTTGCTATTAGGTAGTTTACAGATCTTTATAAGGTGTTTTATATAT^^ 
TGATTTCTGAACTAATGGTGCTAATTCS^GAGAAATGG?^ 

MiCTrrjrrcTCsrrr 



FIGURE 155 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA48329 
xsubunit 1 of 1, 480 aa, 1 stop 
xMW: 55240, pi: 9,30, NX{S/T) : 2 

MLFRIJRFLLLLALAALLAFVSLSLQFFHLIPVSTPKNGMSSKSRKRIMPDPV^ 
EALLYCNIPSVAERSMEGHAPHHFKLVSVHVFIRHGDRYPLYVIPKTKRPEIDCTLVANRKP 
YHPKLEAFISHMSKGSGASFESPLNSLPLYPNHPLCEMGELTQTGWQHLQNGQLLRDIYLK 
KHKLLPNDWSADQLYLETTGKSRTLQSGLALLYGFLPDFDWKKIYFRHQPSALFCSGSCYCP 
VRNQYLEKEQRRQYLLRLKNSQLEKTYGEMAKIVDVPTKQLRAANPIDSMLCHFCHNVSFPC 
TRNGCVDMEHFKVIKTHQIEDERERREKKLYFGYSLLGAHPILNQTIGRMQRATEGRKEELF 
_AyrSAimVTLSPyLSM^ 

CQDHHKRSPKPMCPLEiJILVRFVKRDMFVAIiGGSGTl^^ 

Signal sequence: 
amino acids 1-18 



FIGURE 156 



AAAAAAGCTCACTAAAGTTTCTATTAGAGCGAATACGGTAGArrrCCATCCCCTTTTGAAGAA^ 

GCTATTTAAGAGATAAAAACGAAATATCCTTTCTGGGAGTTCAAGATTGTGCAGT^ 

GCCGCTGTTCACCAATCGGGGAGAGAAAAGCGGAGATCCTGCTCGCCTTGCACG^ 

AGCTAGGAATGAACCATCCCTGGGAGTATGTGGAAAO^CGGAGGAGCrrCTGACr^ 

GGGCGAAGGAACTGCTCCTGACTTCAGTGGTTAAGGGCAGAATTGAAAATAATTCTGGA 

TCCTGCGCGACTGOVCaSGGACTAGAAAGGGCT^ 

ATGOlCCCaUSATACGCTATTCAGTTCCGGAAGAGCIXS^^ 

GGGGCTGGAGCCCCGGGAGCTCmSGAGCGaSGAGTCaX^ 

GAATCCXSCGCAGCGGa^GCTrGGTO^CGGOSGGC^ 

TCS^TTAAATCTAGACATTCTGATGGAGGATAAAGTGAAAA^^ 

CGACAATGCGC(m'ACTTTCGTGAAAGTGAATTAGAAATAAAAATTAGTGAA^ 

CCCTCTACCCCTVCGCCTGGGATCCGGATATCGGGAAGAACTCrCTGCAGAGCTACGAGCT 

CTTCTCCCTCATCGTGCAAAATGGAGCCGACGGTAGTAAGTACCCCGAATTGGTGCTGAAACGCGCCCTGGACCG 

CGAAGAAAAGGCTGCTCACCACCTGGTCCTTACGGCCTCCGACGGGGGCGACCCGGTGCGCA 

CATCCGCGTGATGGTTCTGGATGCGAACGACAACGCACCAGCGTTTGCTCAGCCCGAGTACCGCGC^ 

GGAGAATCTGGCCOTGGGCACGCAGCTGCTTGTAGTCAACGCTACCGACCCTGACGAAGGAG 

GAGGTATTCCTTCCGGTATGTGGACXaACa^AGGCGGCCC^ 

AACAATAGGGGAGTTGGACXACGAGGAGTCAGGATTC^ 

TTCTGCGCGAGCOUUlGTCCTGATCACTGTTCTGGAaSTGAACGAC^ 

CCklCAGCTCXSGTTCCaSAAAACTCTCCCAGAGGGACAT^ 

GGAAAACGGACAGGTGATCTGTTTCATCCAAGGAAATCTGCCCTTTAAATTAGAAAAATCT 

TAGTTTAGTCACAGACATAGTCTTGGATAGGGAACAGGTTCCTAGCTACAACAT^ 

GGGAACCCCGCCCCTATCCACGGAAACTCATATCTCGCTGAACGTGGCAGACACCAAC^ 

CCCTCAGGCCTCCTATTCCGCTTATATCCCAGAGAACAATCCCAGAGGAGTTTCCCTCGTCTCr^^ 

CGACCCCGACTGTGAAGAGAACGCCCTVGATCACTTATTCCCTGGCrGAGAACACCATCC^ 

GTCCTACGTGTCCT^TCAACTCCGACACTGGGGTACTGTATGCGCTGAGCTCCTTCGACTACGAGCA 

CTTGO^GTGAAAGTGATGGCGCGGGACAACGGGCACCCGCCCCTaVGCAGC^ 

GCTGGACCAGAAOGAa\ATGCGCCCGAGATCCTGTACCCCGCCCT^^ 

QQCTCCCOKn'CCGCAGAGCCmSCTACCrGGTG^ 

CTGGCTGTCCnACaSTCTGCTCa^GGCC^GCGAGCCGG 

CACXSGCGOSAGCCCTGCTGGACAGAGACGCGCTCAAGC^ 

CCCTCTCTCaK:CACroTCAa3CTCACCGTGGCCGTGGC^ 

CCTCGAGTCrCCAGCTAACTCTGAAACCTCAGACOTCACTCTGTACCTG^ 

CGTCTTCCTGGCOTTCGTCATCTTGCTGCTGGCGCTCAGGCT 

TTCAGGAGGCGGCTTGACAGGAGCGCCGGCGTCX^CTTTGTGGGCGTGGACGGGGTGCTV^ 

CTATTCCCACGAGGTTTCCCTCACCACGGACTCGCGGAAGAGTCACCrGATC^ 

CATGCTCGTCAGCCAGGAGAGCTTTGAAAAAAGCGAGCCCCTTTTGCTGTCAGGTGATTCGGTAT^ 

CT^GTCATGGGTTAAtTGAGGTGAGTTTATATOUATCTTCrTTCTT^ 

TGGAGTGCAGCGGTACGATCS^TAGCTCACTGCGGCCTCa^CT 

CCGGTGTAAGAGGGACTACAGGTGaU^GCCACCTACTGTCT^ 

CTATCTATCTATCTATCTATTACTTTCTTGTACAGACGGGAGTCTC^ 

CGAGGCGGGTGGATCT^CCTGAGGTTGGGAGTTTGAGACCAGC CTGA CC^ 

AAAAATACAAAATTAGCOSGGCGTGGTGGTGCy^TGTCTGTAATCCCAGCTACTTGGGAGGCT^ 

TGCTTTAACCTGGGAGGTGGAGGTTGCa^TGAGCKSAG^ 

AAACTCTATCTCA 



FIGURE 157 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA48306 
xsiibunit 1 of 1, 916 aa, 1 stop 
xMW: 100204, pi: 4.92, NX(S/T) : 4 

MIPARLHRDYKGLVLLGILLGTLWETGCTQIRYSVPEELEKGSRVGDISRDLGLEPRELAER 

GVRIIPRGRTQLFALNPRSGSLVTAGRIDREELCMGAIKCQLNLDIIJyiEDKVKIYGVE 

DINDNAPYFRESELEIKISENAATEMRFPLPHAWDPDIGKNSLQSYELSPNTHFSLIVQNGA 

DGSKYPELVLKRALDREEKAAHHLVLTASDGGDPWTGTARIRVMVLDA^ 

ASVPENLALGTQLLVVNATDPDEGWAEVRYSFRYVDDKAAQVFKLDOT^ 

ESGFYQMEVQAMDNAGYSARAKVLITVLDVNDNAPEVVLTSIJ^SSVPENSPRGTLIALI^^ 

DQDSEENGQVICFIQGNLPFKLEI^^ 

ETHISLNVADTNDNPPVFPQASYSAYIPENNPRGVSLVSVTAHDPDCEENAQITYSI^ 

QGASLSSYVSINSDTGVLYALSSFDYEQFRDLQVKVMARDNGHPPLSSNVS 

APEILYPALPTDGSTGVELAPRSAEPGYLVTKVVAVDRDSGQNAWLSYRLLKASEPGLFSVG 

LHTGE\^TARALLDRDALKQSLWAVQDHGQPPLSATVTLTVAVADSIPQVIiADLG^ 

NSETSDLTLYLWAVAAVSCn^LAFVILLLALRLRRWHKSRLLQASGGGLTGAPASH^^ 

GVQAFLQTYSHEVSLTTDSRKSHLIFPQPNYADMLVSQESFEKSEPLLLSGDSVFSKDSHGL 

lEVSLYQIFFLFFFNCSVSQAGVQRYDHSSLRPQTPRLKQLSHLCLRCTIRDYRCKPPTVCLS 

lYLSIYLSIYLSIYLLLSCTDGSLTPVIPVLWEAEAGGSPEVGSLRPA 

Signal sequence: 

amino acids 1-30 

Transmembrane domains: 

amino acids 693-711, 809-823, 869-888 



FIGURE 158 

CCCAGGCTCTAGTGCAGGAGGAGAAGGAGGAGGAGCAGGAGGTGGAGATTCCCAGTTAAAAG 
GCTCCAGAATCGTGTACCAGGCAGAGAACTGAAGTACTGGGGCCTCCTCCACTGGGTCCGAA 
TCAGTAGGTGACCCCGCCGCTGGATTCTGGAAGACCTCACCATGGGACGCCCCCGACCTCGT 
GCGGCCAAGACGTGGATGTTCCTGCTCTTGCTGGGGGGAGCCTGGGCAGGACACTCCAGGGC 
ACAGGAGGACAAGGTGCTGGGGGGTCATGAGTGCCAACCCCATTCGCAGCCTTGGCAGGCGG 
CCTTGTTCCAGGGCCAGCAACTACTCTGTGGCGGTGTCCTTGTAGGTGGCAACTGGGTCCTT 
ACAGCTGCCCACTGTAAAAAACCGAAATACACAGTACGCCTGGGAGACCACAGCCTACAGAA 
TAAAGATGGCCCAGAGCAAGAAATACCTGTGGTTCAGTCCATCCCACACCCCTGCTACAACA 
GCAGCGATGTGGAGGACCACAACCT^TGATCTGATGCTTCTTCAACTGCGTGACCAGGCATCC 
CTGCMGTCg^GTG^ 

CACCGTCTCAGGCTGGGGCACTGTCACCAGTCCCCGAGAGAATTTTCCTGACACTCTCAACT 

GTGCT^GAAGTAAAAATCTTTCCCCAGAAGAAGTGTGAGGATGCTTACCCGGGGCAGATCACA 

GATGGCATGGTCTGTGCAGGCAGCyiGCAAAGGGGCTGACT^CGTGCCAGGGCGATTCT^^ 

CCCCCTGGTGTGTGATGGTGCACTCCAGGGCATCACATCCTGGGGCTCAGACCCCTGTGGGA 

GGTCCGACAAACCTGGCGTCTATACCAACATCTGCCGCTACCTGGACTGGATCAAGAAGATC 

ATAGGCAGCAAGGGC3SATTCTAGGATAAGCACTAGATCTCCCTTAATAAACTCACAACTCT 
CTGGTTC 



FIGURE 159 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA48336 
<s\ibunit 1 of 1, 260 aa, 1 stop 
<MW: 28048, pi: 7,87, NX(S/T): 1 

MGRPRPRAAKTmFLLLLGGAWAGHSRAQEDKVLGGHECQPHSQPWQAALFQGQQLLCGGV^ 
VGGNWVLTAAHCKKPKYTVRLGDHSLQNKDGPEQEIPWQSIPHPCYNSSD^ 
QLRDQASLGSKVKPI SLADHCTQPGQKCTVSGWGTVTSPRENFPDTLNCAEVKI FPQKKCED 
AYPGQITDGMVCAGSSKGADTCQGDSGGPLVCDGALQGITSWGSDPCGRSDKPGVYTNICRY 
LDWIKKIIGSKG 

Import^t Features: _ „ „ „ „ _ ^_„_ _ 

Signal peptide: 
amino acids 1-23. 

Transmembrane domain ; 
amino acids 51-71 

N-glycosylation site, 
amino. acids 110-113 

Serine proteases, trypsin family, histidine active site, 
amino acids 69-74 and 207-217 

Tyrosine kinase phosphorylation site. 

amino acids 182-188 

Kringle domain proteins motif 

amino acids 205-217 



FIGURE 160 



GGCGCCGGTGCACCGGGCGGGCTGAGCGCCTCCTGCGGCCCGGCCTGCGCGCCCCGGCCCGC 

CGCGCCGCCCACGCCCCAACCCCG6CCCGCGCCCCCTAGCCCCCGCCCGGGCCCGCGCCCGC 

GCCCGCGCCCAGGTGAGCGCTCCGCCCGCCGCGAGGCCCCGCCCCGGCCCGCCCCCGCCCCG 

CCCCGGCCGGCGGGGGAACCGGGCGGATTCCTCGCGCGTCAAACCACCTGATCCCATAAAAC 

ATTCATCCTCCCGGCGGCCCGCGCTGCGAGCGCCCCGCCAGTCCGCGCCGCCGCCGCCCTCG 

CCCTGTGCGCCCTGCGCGCCCTGCGCACCCGCGGCCCGAGCCCAGCCAGAGCCGGGCGGAGC 

GGAGCGCGCCGAGCCTCGTCCCGCGGCCGGGCCGGGGCCGGGCCGTAGCGGCGGCGCCTGGA 

TGCGGACCCGGCCGCGGGGAGACGGGCGCCCGCCCCGAAACGACTTTCAGTCCCCGACGCGC 

CCCGCCCAACCCCTACGATGAAGAGGGCGTCCGCTGGAGGGAGCCGGCTGCTGGCATGGGTG 

CTGTGGCTGCAGGCCTGGCAGGTGGCAGCCCCATGCCCAGGTGCCTGCGTATGCTACAATGA 

GCCCAAGGTGACGACAAGCTGCCCCCAGCy^GGGCCTGCAGGCTGTGCCCGTGGGCATCCCTG 

CTGCa?^GCCAGCGCATCTTCCTGCACGGCAACCGCATCTCGCATGTGCCAGCTGCCAGCTTC 

CGTGCCTGCCGCAACCTCACCATCCTGTGGCTGCACTCGAATGTGCTGGCCCGAATTGATGC 

GGCTGCCTTCACTGGCCTGGCCCTCCTGGAGCAGCTGGACCTCAGCGATAATGCACAGCTCC 

GGTCTGTGGAGCCTGeCACATTCCACGGeCTGGGCCGeCTACAGAeGCTGeAeCTGGACCGG ~ 

TGCGGCCTGCAGGAGCTGGGGCCGGGGCTGTTCCGCGGCCTGGCTGCCCTGCAGTACCTCTA 

CCTGCAGGACAACGCGCTGCAGGCACTGCCTGATGACACCTTCCGCGACCTGGGCAACCTCA 

CACACCTCTTCCTGCACGGCAACCGCATCTCCAGCGTGCCCGAGCGCGCCTTCCGTGGGCTG 

CACAGCGTCGACCGTCTCCTACTGCACCAGAACCGCGTGGCCCATGTGCACCCGCATGCCTT 

CCGTGACCTTGGCCGCCTCATGACACTCTATCTGTTTGCCAACAATCTATCAGCGCTGCCCA 

CTGAGGqCCTGGCCCCCCTGCGTGCCCTGCAGTACCTGAGGCTCAACGACAACCCCTGGGTG 

TGTGACTGCCGGGCACGCCCACTCTGGGCCTGGCTGCAGAAGTTCCGCGGCTCCTCCTCCGA 

GGTGCCCTGCAGCCTCCCGCAACGCCTGGCTGGCCGTGACCTCAAACGCCTAGCTGCCAATG 

ACCTGCAGGGCTGCGCTGTGGCCACCGGCCCTTACCATCCCATCTGGACCGGCAGGGCCACC 

GAT6AGGAGCCGCTGGGGCTTCCCAAGTGCTGCCAGCCAGATGCCGCTGACAAGGCCTCAGT 

ACTGGAGCCTGGAAGACCAGCTTCGGCAGGCAATGCGCTGAAGGGACGCGTGCCGCCCGGTG 

ACAGCCCGCCGGGCAACGGCTCTGGCCCACGGCACATCAATGACTCACCCTTTGGGACTCTG 

CCTGGCTCTGCTGAGCCCCCGCTCACTGCAGTGCGGCCCGAGGGCTCCGAGCCACCAGGGTT 

CCCCACCTCGGGCCCTCGCCGGAGGCCAGGCTGTTCACGCAAGAACCGCACCCGCAGCCACT 

GCCGTCTGGGCCAGGCAGGCAGCGGGGGTGGCGGGACTGGTGACTCAGAAGGCTCAGGTGCC 

CTACCCAGCCTCACCTGCAGCCTCACCCCCCTGGGCCTGGCGCTGGTGCTGTGGACAGTGCT 

TGGGCCCTGCTGACCCCCAGCGGACACAAGAGCGTGCTCAGCAGCCAGGTGTGTGTACATAC 

GGGGTCTCTCTCCACGCCGCCAAGCCAGCCGGGCGGCCGACCCGTGGGGCAGGCCAGGCCAG 

GTCCTCCCTGATGGACGCCTGCCGCCCGCCACCCCCATCTCCACCCCATCATGTTTACAGGG 

TTCGGCGGCAGCGTTTGTTCCAGAACGCCGCCTCCCACCCAGATCGCGGTATATAGAGATAT 

GCATTTTATTTTACTTGTGTAAAAATATCGGACGACGTGGAATAAAGAGCTCTTTTCTTAAA 
AAAA 



FIGURE 161 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA44184 
xsiibiinit 1 of 1, 473 aa, 1 stop 
XMW: 50708, pi: 9,28, NX{S/T): 6 

MKRASAGGSRLl^WVLWLQAWQVAAPCPGACVCYNEPKVTTSCPQQGLQAVPVGIPAASQRI 
FLHGNRISHVPAASFRACRNLTILWLHSNVLARIDAAAFTGLALLEQI^ 
TFHGLGRLHTLHLDRCGLQELGPGLFRGLAALQYLYLQDNALQALPDDTFRDLGNLTHLFLH 
GNRISSVPERAFRGLHSLDRLLLHQNRVAHVHPHAFRDLGRLMTLYLFANNLSALPTEALAP 
LRALQYLRLITONPWCDCRARPLWAWLQKFRGSSSEVPCSLPQRLAGRDLKRI^^ 
VATGPYHPIWTGRATDEEPLGLPKCCQPDAADKASVLEPGRPASAGNALKGRVPPGDSPPGN 
_GSGPRHINpSPFGTLPG 

GSGGGGTGDSEGSGALPSLTCSLTPLGLALVLWTVLGPC 

D 

P Iinportant features: 

Signal peptide: 
D amino acids 1-26 



■I Leucine zipper pattern, 
amino acids 135-156 



Q Glycosaminoglycan attachment, site, 
amino acids 436-439 

N-glycosylation site. 

amino acids 82-85, 179-183, 237-240, 372-375 and 423-426 



VWFC domain 

amino acids 411-425 



FIGURE 162 



GGAAGTCCACGGGGAGCTTGGATGCCAAAGGGAGGACGGCTGGGTCCTCTGGAGAGGACTAC 
TCACTGGCATATTTCTGAGGTATCTGTAGAATAACCACAGCCTCAGATACTGGGGACTTTAC 
AGTCCCACAGAACCGTCCTCCCAGGAAGCTGAATCCAGCAAGAAC AATQG AGGCCAGCGG^ 
AGCTCATTTGCAGACAAAGGCAAGTCeTTTTTTCCTTTCTCCTTTTGGGCTTATCTCTGGCG 
GGCGGGGCGGAACCTA6AAGCTATTCTGTGGTGGAGGAAACTGAGGGCAGCTCCTTTGTCAC 
CAATTTAGCAAAGGACCTGGGTCTGGAGCAGAGGGAATTCTCCAGGCGGGGGGTTAGGGTTG 
TTTCCAGAGGGAACAAACTACATTTGCAGCTCAATCAGGAGACCGCGGATTTGTTGCTAAAT 
GAGAAATTGGACCGTGAGGATCTGTGCGGTCACACAGAGCCCTGTGTGCTACGTTTCCAAGT 
GTTGCTAGAGAGTCCCTTCGAGTTTTTTCAAGCTGAGCTGCAAGTAATAGACATAAACGACC 
ACTCTCCAGTATTTCTGGACAAACAAATGTTGGTGAAAGTATCAGAGAGCAGTCCTCCTGGG 
ACTACGTTTCCTCTGAAGAATGCCGAAGACTTAGATGTAGGCCAAAACAATATTGAGAACTA 
TATAATCAGCCCCAACTCCTATTTTCGGGTCCTCACCCGCAAACGCAGTGATGGCAGGAAAT 
ACCCAGAGCTGGTGCTGGACAAAGCGCTGGACCGAGAGGAAGAAGCTGAGCTCAGGTTAACA 
CTCACAGCACTGGATGGTGGCTCTCCGCCCAGATCTGGGACTGCTCAGGTCTACATCGAA 
- CCTGGATGTCAAeGATAATGeeeCTGAATTTGAGGAGeCTTTGTATAGAGTGCAGATGTCTG 
AGGACAGTCCGGTAGGCTTCCTGGTTGTGAAGGTCTCTGCCACGGATGTAGACACAGGAGTC 
AACGGAGAGATTTCCTATTCACTTTTCCAAGCTTCAGAAGAGATTGGCAAAACCTTTAAGAT 
CAATCCCTTGACAGGAGAAATTGAACTAAAAAAACAACTCGATTTCGAAAAACTTCAGTCCT 
ATGAAGTCAATATTGAGGCAAGAGATGCTGGAACCTTTTCTGGAAAATGCACCGTTCTGATT 
CAAGTGATAGATGTGAACGACCATGCCCCAGAAGTTACCATGTCTGCATTTACCAGCCCAAT 
ACCTGAGAACGCGCCTGAAACTGTGGTTGCACTTTTCAGTGTTTCAGATCTTGATTCAGGAG 
AAAATGGGAAAATTAGTTGCTCCATTCAGGAGGATCTACCCTTCCTCCTGAAATCCGCGGAA 
AACTTTTACACCCTACTAACGGAGAGACCACTAGACAGAGAAAGCAGAGCGGAATACAACAT . 
CACTATCACTGTCACTGACTTGGGGACCCCTATGCTGATAACACAGCTCAATATGACCGTGC 
TGATCGCCGATGTCAATGACAACGCTCCCGCCTTCACCCAAACCTCCTACACCCTGTTCGTC 
CGCGAGAACAACAGCCCCGCCCTGCACATCCGCAGCGTCAGCGCTACAGACAGAGACTCAGG 
CACCAACGCCCAGGTCACCTACTCGCTGCTGCCGCCCCAGGACCCGCACCTGCCCCTCACAT 
CCCTGGTCTCCATCAACGCGGACAACGGCCACCTGTTCGCCCTCAGGTCTCTGGACTACGAG 
GCCCTGCAGGGGTTCCAGTTCCGCGTGGGCGCTTCAGACCACGGCTCCCCGGCGCTGAGCAG 
CGAGGCGCTGGTGCGCGTGGTGGTGCTGGACGCCAACGACAACTCGCCCTTCGTGCTGTACC 
CGCTGCAGAACGGCTCCGCGCCCTGCACCGAGCTGGTGCCCCGGGCGGCCGAGCCGGGCTAC 
CTGGTGACCAAGGTGGTGGCGGTGGACGGCGACTCGGGCCAGAACGCCTGGCTGTCGTACCA 
GCTGCTCAAGGCCACGGAGCTCGGTCTGTTCGGCGTGTGGGCGCACAATGGCGAGGTGCGCA 
CCGCCAGGCTGCTGAGCGAGCGCGACGCGGCCAAGCACAGGCTGGTGGTGCTGGTCAAGGAC 
AATGGCGAGCCTCCGCGCTCGGCCACCGCCACGCTGCACGTGCTCCTGGTGGACGGCTTCTC 
CCAGCCCTACCTGCCTCTCCCGGAGGCGGCCCCGACCCAGGCCCAGGCCGACTTGCTCACCG 
TCTACCTGGTGGTGGCGTTGGCCTCGGTGTCTTC6CTCTTCCTCTTTTCGGTGCTCCTGTTC 
GTGGCGGTGCGGCTGTGTAGGAGGAGCAGGGCGGCCTCGGTGGGTCGCTGCTTGGTGCCCGA 
GGGCCCCCTTCCAGGGCATCTTGTGGACATGAGCGGCACCAGGACCCTATCCCAGAGCTACC 
AGTATGAGGTGTGTCTGGCAGGAGGCTCAGGGACCAATGAGTTCAAGTTCCTGAAGCCGATT 
ATCCCCAACTTCCCTCCCCAGTGCCCTGGGAAAGAAATACAAGGAAATTCTACCTTCCCCAA 
TAACTTTGGGTTGAATATTCAGTGACCATAGTTGACTTTTACATTCCATAGGTATTTTATTT 
TGTGGCATTTCCATGCCAATGTTTATTTCCCCCAATTT6T6TGTATGTAATATTGTACGGAT 
TTACTCTTGATTTTTCTCATGTTCTTTCTCCCTTTGTTTTAAAGTGAACATTTACCTTTATT 
CCTGGTTCTT 



FIGURE 163 



</usr/seqdb2/sst/DNA/Dnaseqs,min/ss.DNA48314 
<sub\init 1 of 1, 798 aa, 1 stop 
<MW: 87552, pi: 4 . 84 , NX (S/T) : 5 

MEASGKLICRQRQVLFSFLLLGLSLAGAAiEPRSYSVVEETEGSSFVTO^^ 

RGVRWSRGNKJjHLQLNQETADLLLNEiajDREDLCGHTEPCVLRFQVLLESPFEFFQAELQV 

IDINDHSPVFLDKQMLVKVSESSPPGTTFPLKNAEDLDVGQNNIENYIISPNSYFRVLTRKR 

SDGRKYPELVLDKALDREEEAELRLTLTAIJDGGSPPRSGTAQVYIEVLDVmDN^ 

RVQISEDSPVGFLVVKVSATDyDTGVNGEISYSLFQASEEIGKTFKINPLTGEIELKKQLDF 

EKLQSYEWIEARDAGTFSGKCTVLIQVIDVNDHAPEVTMSAFTSPIPENAPETW^ 

DLDSGENGKISCSIQE 

LNMTVLIADVNDNAPAFTQTSYTLFVRENNSPALHIRSVSATDRDSGTNA 

HLPLTSLVSINADNGHLFALRSLDYEALQGFQFRVGASDHGSPALSSEALVRVWLDANDNS 

PFVLYPIK3NGSAPCTELVPRAAEPGYLVTKVVAVDGDSGQNAWLSYQLLKATELGLFGVWAH 

NGEVRTARLLSERDAAKHRLWLVKDNGEPPRSATATLHVLLVIX3FSQPYLP 

ADLLTVYLWALASVSSLFLFSVLLFVAVRLCRRSRAASVGRCLVPEGPLPGHLVDMSGTRT 

LSQSYQYEVCLAGGSGTNEFKFLKPIIPNFPPQCPGKEIQGNSTFPNNFGFNIQ 

Important features; 

Signal peptide: ' 

amino acids 1-26 

Transmembrane domain: 

amino acids 685-712 

Cadherins extracellular repeated domain signature. 

amino acids 122-132, 231-241, 336-346, 439-449 and 549-559 

ATP/GTP -binding site motif A (P-loop) . 

amino acids 285-292 

N-glycosylation site. 

amino acids 418-421, 436-439, 567-570 and 786-789 



FIGURE 164 



ACCCACGCGTCCGCCCACGCGTCCGCCCACGCGTCCGCCCACGCGTCCGCGCGTAGCCGTGC 
GCCGATTGCCTCTCGGCCTGGGCAATGGTCCCGGCTGCCGGTCGACGACCGCCCCGCGTCAT 
GCGGCTCCTCGGCTGGTGGCAAGTATTGCTGTGGGTGCTGGGACTTCCCGTCCGCGGCGTGG 
AGGTTGCAGAGGAAAGTGGTCGCTTATGGTCAGAGGAGCAGCCTGCTCACCCTCTCCAGGTG 
GGGGCTGTGTACCTGGGTGAGGAGGAGCTCCTGCAtGACCCGATGGGGCAGGACAGGGCAGC 
AGAAGAGGCCAATGCGGTGCTGGGGCTGGACACCCAAGGCGATCACATGGTGATGCTGTCTG 
TGATTCCTGGGGAAGCTGAGGACAAAGTGAGTTCAGAGCCTAGCGGCGTCACCTGTGGTGCT 
GGAGGAGCGGAGGACTCAAGGTGCAACGTCCGAGAGAGCCTTTTCTCTCTGGATGGCGCTGG 
AGCACACTTCCCTGACAGAGAAGAGGAGTATTACACAGAGCCAGAAGTGGCGGAATCTGACG 
CAGCCCCGACAGAGGACTCCi^ 

GAGAGAAACATTACAGGATTAGAAAATTTCACTCTGAAAi\TTTTAAATATGTCACAGGACCT 

TATGGATTTTCTGAACCCAAACGGTAGTGAeTGTACTCTAGTCCTGTTTTACACCCCGTGGT 

GCCGCTTTTCTGCCAGTTTGGCGCCTCACTTTAACTCTCTGCCCCGGGCATTTCCAGCTCTT 

CACTTTTTGGCACTGGATGCATCTCAGCACAGa^GCCTTTCTACC^ 

TGTTCCTAATATTTTATTATTTCAAGGAGCTAAACCAATGG^ 

GAACACTGGAAACACTGAAAATCTTCATTTTTAATCAGACAGGTATAGi^ 

GTGGTGGTAACTCAAGCCGACCAAATAGGCCCTCTTCCCAGCACTTTGATAAAAAGTC 

CTGGTTGCTTGTATTTTCCTTATTCTTTTTAATTAGTTTTATTATGTATGCTACCATTCG^ 

CTGAGAGTATTCGGTGGCTAATTCCAGGACAAGAGCAGGAACATGTGGA GTAGT GATGGTC 

GAAAGAAGTTGGAAAGAGGAACTTCT^TCCTTCGTTTCAGAAATTAGTGCTACAGTT^ 

cattttctccagtgAcgtgttgacttgaaacttcaggcagattaaaagaatcatttgttg;^ 
ctlactgaatgtataaaaaaattataaactggtgttttaactagtattgcavataagc^^ 

AAAAATATTCAATAG ^ 



FIGURE 165 



>< /us r / seqdb2 / s s t/ DNA/Dnaseqs . min/ s s . DNA4 8333 
xsubxinit 1 of 1, 360 aa, 1 stop 
xMW: 39885, pi: 4.79, NX(S/T) : 7 

IWPAAGRRPPRVMRLLGmQVLLWVLGLPVRGVEVAEESGRLWSEEQPAHPLQVGAVYLGEE 

ELLHDPMGQDRAAEEANAVLGLDTQGDHMVMLSVIPGEAEDKVSSEPSGVTCGAGGAED 

NVRESLFSLDGAGAHFPDREEEYYTEPEVAESDAAPTEDSNNTESLKSPKVNCEERNITGLE 

NFTLKILNMSQDLl^FLNPNGSDCTLVLFYTPWCRFSASLAPHFNSLPRAFPALHFI^^ 

QHSSLSTRFGTVAVPNILLFQGAKPMARFNHTDRTLETLKIFIFNQTGIEAKKIS^^ 

IGPLPSTLIKSVDWLLVFSLFFLISFIMYATIRTESIRWLIPGQEQEHVE 

Important features: 
Signal peptide: 
amino acids 1-25 

Transmembrane domain: 
amino acids 321-340 

Homologous region to dilsufide isomerase 

amino acids 212-302 

N-glycosylation site. 

amino acids 165-168, 181-184, 187-190, 194-197, 206-209, 278-281 
and 293-296 

Thioredoxin domain 

amino acids 211-227 



FIGURE 166 



CCCGGCTCCGCTCCCTCTGCCCCCTCGGGGTCGCGCGCCCACGATGCTGCAGGGCCCTGGCT 

CGCTGCTGCTGCTCTTCCTCGCCTCGCACTGCTGCCTGGGCTCGGCGCGCGGGCTCTTCCTC 

TTTGGCCAGCCCGACTTCTCCTACAAGCGCAGCAATTGCAAGCCCATCCCGGTCAACCTGCA 

GCTGTGCCACGGCATCGAATACCAGAACATGCGGCTGCCCAACCTGCTGGGCCACGAGACCA 

TGAAGGAGGTGCTGGAGCAGGCCGGCGCTTGGATCCCGCTGGTCATGAAGCAGTGCCACCCG 

GACACCAAGAAGTTCCTGTGCTCGCTCTTCGCCCCCGTCTGCCTCGATGACCTAGACGAGAC 

CATCCAGCCATGCCACTCGCTCTGCGTGCAGGTGAAGGACGGCTGCGCCCCGGTCATGTCCG 

CCTTCGGCTTCCCCTGGCCCGACATGCTTGAGTGCGACCGTTTCCCCCAGGACAACGACCTT 

TGCATCCCCCTCGCTAGCAGCGACCACCTCCTGCCAGCCACCGAGGAAGCTCCAAAGGTATG 
?f32^?9?TGCAAAAATAA^^ 

ATraTGO^CTGAAAATAAAAGTGAAGGAGATAACCTACATCAACCGAGATACCAAAATCATC 

CTGGAGACCa^GAGCAAGACCATTTACAAGCTGAACGGTGTGTCCGAAAGGGACCTGAAGAA 

ATCGGTGCTGTGGCTa^GACa^GCTTGOlGTGCa^CCTGTGAGGAGATGAACGACATCAAC^ 

CGCCCTATCTGGTCATGGGACAGAAACAGGGTGGGGAGCTGGTGATCACCTCGGTGAAGCGG 

TGGCAGAAGGGGCAGAGAGAGTTCaAGCGCATCTCCCGCAGCATCCGCAAGCTGCAGTGCT^ 

fiTCCCGGCATCCTGATGGCTCCGACAGGCCTGCTCCAGAGCACGGCTGACCATTTCTGCTCC 

GGGATCTCAGCTCCCGtTCCCCAAGCACACTCCTAGCTGCTCCAGTCTCAGCCTGGGCAGCT 

TCCCCCTGCCTTTTGO^CGTTTGCa^TCCCa^GCATTTCCTGAGTTATAAGGCCACAGGAGTG 

GATAGCTGTTTTCACCTAAAGGAAAAGCCCACCCGAATCTTGTAGAAATATTCAAACTAATA 
AAATCATGAATATTTTAA 



FIGURE 167 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss.DNA50920 
xsubunit 1 of 1, 295 aa, 1 stop 
xMW: 33518, pi: 7.74, NX(S/T) : 0 

MLQGPGSLLLLFLASHCCLGSARGLFLFGQPDFSYKRSNCKPIPVNLQLCHGIEYQNMR^ 

LLGHETMKEVLEQAGAWIPLVMKQCHPDTKKFLCSLFAPVCLDDLDETIQPCHSLCVQVKDR 

CAPVMSAFGFPWPDMLECDRFPQDNDLCIPLASSDHLLPATEEAPKVCEACKNKiroDDN^ 

ETLCmDFALKIKVKEITYINRDTKIILETKSKTIYKLNGVSERDLK^ 

EMNDINAPYLVMGQKQGGELVITSVKRWQKGQREFKRISRSIRKLQC 

I^portwt features : ^ 

Signal peptide: 

J amino acids 1-20 

^ Cysteine rich domain, homolgous to frizzled N terminus 

3 amino acids 6-153 



FIGURE 168 



GTGGAGGCCGCCGACGATGGCGGGGCCGACGGAGGCCGAGACGGGGTTGGCCGAGCCCCGGG 
CCCTGTGCGCGCAGCGGGGCCACCGCACCTACGCGCGCCGCTGGGTGTTCCTGCTCGCGATC 
AGCCTGCTCAACTGCTCCAACGCCACGCTGTGGCTCAGCTTTGCACCTGTGGCTGACGTCAT 
TGCTGAGGACTTGGTCCTGTCCATGGAGCAGATCAACTGGCTGTCACTGGTCTACCTCGTGG 
TATCCACCCCATTTGGCGTGGCGGCCATCTGGATCCTGGACTCCGTCGGGCTCCGTGCGGCG 
ACCATCCTGGGTGCGTGGCTGAACTTTGCCGGGAGTGTGCTACGCATGGTGCCCTGCATGGT 
TGTTGGGACCCAAAACCCATTTGCCTTCCTCATGGGTGGCCAGAGCCTCTGTGCCCTTGCCC 
AQAGCCTGGTCATCTTCTCTCCAGCCAAGCTGGCTGCCTTGTGGTTCCCAGAGCACCAGCGA 
GCCACGGCCAACATGCTCGCCACCATGTCGAACCCTCTGGGCGTCCTTGTGGCCAATGTGCT 
GTCCCCnxSTGCTGGTCAAGJ^G^ 

CTGCTGGCGTCGTCTGCCTGCTGTCCACCATCTGCCTGTGGGAGAGTGTGCCCCCCACCCCG 
g CCCTCTGCCGGGGCTGCCAGCTCCyVCCTCAGAGAAGTTCCTGGATGGGCTCAAGCTGC^ 
13 CATGTGGAACAAGGCCTAT6TCATCCTGGCTGTGTGCTTGGGGGGAATGATGGGGATCTCTG 
CCAGCTTCTCAGCCCTCCTGGAGCAGATCCTCTGTGCAAGCGGCCACTCCAGTGGGTTTTCC 
g G6CCTCTGTGGCGCTCTCTTCATCACGTTTGGGATCCTGGGGGCACTGGGTCTCGGCCCCTA 
;| TGTGGACCGGACCAAGCACTTCACTGAGGCCACCAAQATTGGCCTGTGCCTGTTCTCTCTGG 
1^ CCTGCGT6CCCTTTGCCCTGGTGTCCCAGCTGCAGGGACAGACCCTTGCCCTGGCTGCCACC 
g TGCTCGCTGCTCGGGCTGTTTGGCTTCTCGGTGGGCCCC6TGGCCATGGAGTTGGCGGTCGA 
ly GTGTTCCTTCCCCGTGGGGGAGGGGGCTGCCACAGGCATGATCTTTGTGCTGGGGCAGGCC6 
g AGGGAATACTCATCATGCTGGCAAT6ACGGCACTGACTGTGCGACGCTCGGAGCCGTCCTTG 
1=^ TCCACCTGCCAGO^GGGGGAGGATCCACTTGACTGGACAGTGTCTCTGCTGCTGATGGCCGG 
CCTGTGCACCTTCTTCAGCTGCATCCTGGCGGTCTTCTTCCACACCCCATACCGGCGCCTGC 
AGGCCQAGTCTGGGGAGCCCCCCTCCACCCGTAACGCCGTGGGCGGCGCAGACTCAGGGCCG 
GGTGTGGACCGAGGGGGAGCAGGAAGGGCTGGGGTCCTGGGGCCCAGCACGGCGACTCCGGA 
GTGCACGGCGAGGGGGGCCTCGCTAGAGGACCCCAGAGGGCCCGGGAGCCCCCACCCAGCCT 
GCCACCGAGCGACTCCCCGTGCGCAAGGCCCAGCAGCCACC6ACGCGCCCTCCCGCCCCGGC 
AGACTCGCAGGCAGGGTCCa^GCGTCCAGGTTTATrGACCCGGCTGGGTCTCACTCCTCCTT 
CTCCTCCCCGTGGGTGATO^CGIMCTGAGCGCCTTGTAGTCCAGGTTGCCCGCCACATCGA 

TGGAGGCGAACTGGAAOlTCTGGTCCy^CCTGCGGGCGGGGGCGAAAGGGCTCCTTGCGGGCT 
CCGGGA6C6AATTACAAGCGCX3CACGTGAAAA 



FIGURE 169 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss.DNA50988 
xsiibiinit 1 of 1, 560 aa, 1 stop 
xMW: 58427, pi: 6,86, NX(S/T) : 2 

MAGPTEAETGLAEPRALCAQRGHRTYARRWFLLAISLmCSNATLWLSFAPVADVIAEDLV 
LSMEQINWLSLVYLWSTPFGVAAIWILDSVGLRAATILGAWLNFAGSVLRMVPCMWGTO^ 
PFAFLMGGQSLCALAQSLVIFSPAKLAALWFPEHQRATANMLAT^ 

KKGEDIPLMLGVYTIPAGWCLLSTICLWESVPPTPPSAGAASSTSEKPLDGLKLQLMWNK^ 
YVILAVCLGGMIGISASFSALLEQILCASGHSSGFSGLCGALFITFGILGALALGPYVDRTK 
HFTEATKIGLCLFSIACVPFALVSQLQGQTLALAATCSLLGLFGFSVGPVAMELAVECSFPV 
, GEGMTGMIFVLGQAEGILm 
SCILAVFFHTPYRRLQAESGEPPSTRNAVGGADSGPGVDRGGAGRAGVLGPSTATPECTARG 
ASLEDPRGPGSPHPACHRATPRAQGPAATDAPSRPGRLAGRVQASRFIDPAGSHSSFSSPWVIT 

Importsuit features: 
Signal peptide: 
amino acids 1-44 

Transmembrane domains: 

amino acids 61-79, 98-112, 126-146, 169-182, 201-215, 248-268, 
280-300, 318-337, 341-357, 375-387, 420-441 

N-glycosylation site, 
amino acids 40-43 and 43-46 

Glycosaminoglycan attachment site, 
amino acids 468-471 



FIGURE 170 

GTCCCTVCATCCIXXTCAACrc^ 

TAGTTCCCCAGTAGGGGGTCTCCCCTGGC^^TTCTTGATCGGCGT^ 

TGGCCTTGCCTTGGGGTCCTGCm'GTTTCATAATCATCTAACTATGGGACT^GGTTC^ 

i^GGAGCACGGGGCTGATCAAGCCATCCAGGAAACACT 

TCTGAATCTAGCCCACTTGGCGGTAAGCASGATGCAACTTCTGCAAC^ 

CTACHTATlTCnTOTAGGGGATTGTC^ 

ATCTGGTACAGTGATCGGGAAGCTOTCCCAGGAACTGGGCCGGGAGGAGAGGC^^ 
CCAGGTGTTGCAGCnXK^CTCAGGCGCTCCCCATTCAGGTGGACT 

GCTGGATCGAGAGCAGCTGTGCCGACAGTGGGATCCCTGCCTGGTTTCCTTTGATGTGCT^ 
GGCTCTGATCCATGTGGAGATCCAAGTGCTGGACATCAATGACCACCAGC^ 

GCTGGAAATCTCTGAGAGCGCCTCTCTGCGAACCCGGATCCCCCTGGACAGAGCTCTTGACCCAGAC^ 
TAACACCCTGCACACCTACACTCTGTCTCCCAGTGAGCACTTTGCCTTGGATGTCATTGTGGGCCCT^ 
CAAACATGCAGAACTCATAGTGGTGAAGGAGCTGGACAGGGAA^ 
CTATGACAATGGGAACCCCCCCAAGTCAGGTACCAGCTTGGTCAAGGTCAACG 
CCCTGCGTTTGCTGAGAGTTCACTGGCACTGGAAATCCAAGAAGATGCTGCACC^ 
GACOKICACAGACCCTGACa^GGCCCa^TGGGGAGGT^^ 
GCTGGACACCTTCAGTATTGATGCa^AGACA^^ 
- TCCCTACGAGGTGGATGTTOUSGCAAGGGACC^^ 

GGTTCTGGATGTCAATGAC^ACATCCCAAGCATCCACGTCAa^TGGGCCT 
TCTTCCCAAGGACAGTTTTATTGCTCTTGTCyVTGGCAGATGACITGGATTC^ 
CTGGCTGAGCCAAGAGCTGGGCCACITCAGGCTGAAAAGAACTAATGGC^ 
CAOVCTGGACAGAGAGCAGTGGCCCAAATATACCCrCTVCTCTGTTAGCCC^ 
AGCCAAGAAACAGCTCAGCATTCAGATCAGTGACT^TC^ 
AGTCTCCACGCGGGAAAACAACITACCCTCTCrTCACCTCATTACCATC^ 
TAATGGAAAAGTCTCATACCGCATCCAGGACTCCCCAGTTGCTCACTTAGTAGCTATTGA 
GGTCACTGCTCAGAGGTCACTGAACTATGAAGAGATGGCCGGCTTTGAGTTCCAGGT^ 
GCAACCCATGCITGCATCCAGTGTCTCTGTGTGGGTa^GCCrC^^ 
CaiGCCKnX3CTCAGCX3ATGGAAAAGCCaiGCCTCT^ 
CATCGAGACrCCCAATGGCITGGGCCCAGaS^^ 
CCTTTTGACS^CCATTGTGGO^GAGATGCAGAerCGGGGGC^^ 
. AAATGAAGCCCACCTCTTCATCCTCAACCCTCTlTACGGGGa^GCTGTTCGTC^ 
CATTGGGAGTGAGTGGGAGCTGGAGATAGTAGTAGAGGACCAGGGAAGCCCCCCCTTACAGACCCGAG 
GAGGGTCATGTTTGTCACCAGTGTGGACCACCTGAGGGACTCAGCCCGCAAGCCTGGGGCCTTGA 
GCTGAOSGTGATCTGCCTGGCTGTACTGTTGIGGCATCTTCGGGTTGATCCTGGCT 
GACAGAAAAGAAGGACAACAGGGCCTACT^CTGTCGGGAGGCCGAGTCCACerACCGCC^ 
CCAGAAACACATTCAGAAGGCAGACATCCACCTCGTGCCrcTGCT^ 
CGGGCAGTCCCACAAAGATGTGGACAAGGAGGCmTGATGGAAGCAGGCT^^ 
CCACCTCACCCCGACCCTGTACAGGACGCTGCGTAATa^GGCAACCAGGGAG^ 
GCIXXaVAGACACGGTa^CCTCCTTTTC^ 

CGAGCCCCAGCCTGCCAaiGGCCAGCCAaSTTCCAGGCCTCTGAAGGTT^^ 

TGGAGACCAGGGCAGTGAGGAAGCCCaVCAGAGGCCACCAGCCTCCrC^^ 

CAATGGCAAAGTGTCCCCTGAGAAAGAATCT^GGGCCCCGTCAGATCOTGCGGAGCCrTO^ 

TGCCnrCGCCGAGCGGAACCCCGTGGAGGAGCTCACTGTGGATTCTCCTCCTGTTCAC^^ 

GTCCTTGCTGCATCAGGGCCAATTCCAGCCCAAACCAAACCACC^ 

CAGCAGGAGTGCAATCCCAGACACAGATGGCCCAAGTGCAAGGGCTGGAGGCC^ 

AGGGCCTTTGGATCCTGAAGAGGACCTCTCTGTGAAGCAACTGCTAGAAGAAGAGCT^ 

CAGCACTVGGTCTGGCCCTGGACCGGCTGAGCGCCCGTGACCCGGCCTGGATGGCGA^ 

CACCAACTACCX5TGACAATGTGATCTCCCCGGATGCTGCAGCCACGGAGGA(^ 

CAAGGCAGAGGCACCSVGAGCnXSAGCCCAACAGGCAC^^ 

GCTGGAGATGCTGCTGGAACAGCXKrrCCAGCATGCCCGTG^ 

CTGCGGGAGGACCCTCAGTTTAGACTTGGCCACCAGTGC^ 

AAAGACGGGGACTGAGGGCAAGAGCAGAGGCAGCAGCAGCAGCA 

CTGGATCCAAGAACCAGGGGCCTGAGGATCTGTGGACT^AGAGCTGGlTTCr 

CGGCGGCCTGAGAACnTTAGGGTGACTGATGCTACCCCCACAGAGGAGGCAAGAGCCCC^ 

TGACCAAAGCAGCCCCITGTAAGCAGCTCTGAGTCTTTTGGAGGA^ 

TCCTGGCAAAACATATGTGGAGCACTVAAGGGTCAGTCCrCTGG 

AAAGGGTGGCCTTCTTGGGTAGCAGGAGTCAGGGGGCTGTACCCTGGGGGTGCCAGGA^ 
CAATAAAGGAAAAGCAGTAAAAAAAAAAAAAAAAAAAA 



FIGURE 171 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA48331 
<subunit 1 of 1, 1184 aa, 1 stop 
<MW: 129022, pi: 5.20, NX{S/T) : 5 

MMQLLQLLLGLLGPGGYLFLLGDCQEVTTLTVKYQVSEEVPSGTVIGKLSQELGREERRRQA 

GAAFQVLQLPQALPIQVDSEEGLLSTGRRLDREQLCRQWDPCLVSFDVLATGDLALIHVEIQ 

VLDINDHQPRFPKGEQELEISESASLRTRIPLDRALDPDTGPNTLHTYTLSPSEHFALDVIV 

GPDETIOIAEL I WKELDRE IHS FFDLVLTAYDNGNPPKSGTSLVK\nsr^DSND^^ 

LALEIQEDAAPGTLLIKLTATDPDQGPNGEVEFFLSKHMPPEVIJDTFSIDAI^ 

DYEKNPAYEVDVQARDLGPNPI PAHCKVLIKVLDVNDNI PS IHVTWASQPSLVSEALPKDSF 

lALVMADDLDSGH^^ 

QGLQPLSAKKQLSIQISDIimNAPVFEKSRYEVSTRENNLPSIiHLITIKAHDADLGINGK^ 

YRIQDSPVAHLVAIDSNTGEVTAQRSLNYEEMAGFEFQVIAEDSGQPMLASSVSVWSLLDA 

ISnDNAPEWQPVLSDGKASLSVLWASTGHLLVPIETPNGLGPAGTDTPPLATHSSRPFLLTT 

IVARDADSGANGEPLYSIRNCaTEAHLFILNPHTGQLFVNVTNASSL 

PPLQTRALLRVMFVTSVDHLRDSARKPGALSMSMLWICLAVLLGIFGLI]^ 

KDNRAYNCREAESTYRQQPKRPQKHIQKADIHLVPVLRGQAGEPCEVGQSHKDVDKEAMMEA 

GWDPCLQAPFHLTPTLYRTLRNQGNQGAPAESREVLQDTVNLLFraPRQRNASRE^ 

QPATGQPRSRPLKVAGSPTGRLAGDQGSEEAPQRPPASSATLRRQRHLNGKVSPEKESGPRQ 

ILRSLWLSVAAFAERNPVEELTVDSPPVQQISQLLSLIJJQGQFQPKPNHRCaTKYLAK^ 

RSAIPDTDGPSARAGGQTDPEQEEGPLDPEEDLSVKQLLEEELSSLLDPSTGLALDRLSAPD 

PAWMARLSLPLTTNYRDNVISPDAAATEEPRTFQTFGKAEAPELSPTGTRLASTFVSEMSSL 

LEMLLEQRSSMPVEAASEALRRLSVCGRTLSLDLATSAASGMKVQGDPGGKTGTEGKSRGSS 

SSSRCL 

Important features: 
Signal peptide: 
amino acids 1-13 
Transmembrane domain: 
amino acids 719-739 
N-glycosylation site. 

amino acids 415-418, 582-585, 659-662, 662-665 amd 857-860 

Cadherins extracellular repeated domain signature. 

amino acids 123-133, 232-242, 340-350, 448-458 and 553-563 



FIGURE 172 



CGGACGCGTGGGCGGACGCGTGGGGGAGAGCCGCAGTCCCGGCTGCAGCACCTGGGAGAAGG 
CAGACCGTGTGAGGGGGCCTGTGGCCCCAGCGTGCTGTGGCCTCGGGGAGTGGGAAGTGGAG 
GCAGGAGCCTTCCTTACACTTCGCCATGAGTTTCCTCATCGACTCCAGCATCATGATTACCT 
CCCAGATACTATTTTTTGGATTTGGGTGGCTTTTCTTCATGCGCCAATTGTTTAAAGACTAT 
GAGATACGTCAGTATGTTGTACAGGTGATCTTCTCCGTGACGTTTGCATTTTCTTGCACCAT 
GTTTGAGCTCATCATCTTTGAAATCTTAGGAGTATTGAATAGCAGCTCCCGTTATTTTCACT 
GGAAAATGAACCTGTGTGTAATTCTGCTGATCCTGGTTTTCATGGTGCCTTTTTACATTGGC 
TATTTTATTGTGAGCAATATCCGACTACTGCATAAACAACGACTGCTTTTTTCCTGTCTCTT 
ATGGCTGACCTTTATGTATTTCTTCTGGAAACTAGGAGATCCCTTTCCCATTCTCAGCCCAA 
AACATGGGATCTTATCCATAGi^^^ 

ATGGCTCTTCTTTCTGGATTTGGTGCTGTCAACTGCCCATACACTTACATGTCTTACTTCCT 

CAGGAATGTGACTGACACGGATATTCTAGCCGTGGAACGGCGACTGCTGCAAACCATGGATA 

TGATCATAAGCAftAAAGAAAAGGATGGCAATGGCACGGAGAAC^ 

GTGCATAACAAACCATCAGGTTTCTGGGGAATGATAAAAAGTGTTACC^ 

AAGTGAAAATCTTACTCTTATTCAACAGGAAGTGGATGCTTTGGAAGAATTAAGCAGGCAGC 

TTTTTCTGGAAACAGCTGATCTATATGCTACC?kAGGAGAGAATAGAATACTCCAA^ 

AAGGGGAAATATTTTAATTTTCTTGGTTACTTTTTCTCTATTTACTGTGTTTGGAAAAOT 

CATGGCTACOITCTVATATTGTTTTTGATCGAGTTGGGAAAACGGATCCTGTC^ 

TTGAGATCACTGTGAATTATCTGGGAATCCAATTTGATGTGAAGTTTTGGTCCOV^ 

TCCTTCATTCTTGTTGGAATAATCATCGTCACATCCATCAGAGGATTGCTGATCACTCTTAC 

CAAGTTCTTTTATGCCATCTCTAGCAGTAAGTCCTCCTATGTCATTGTCCTGCT^ 

AGATAATGGGCATGTACTTTGTCTCCTCTGTGCTGCTGATCCGAATGAGTATGCCTTTAGAA 

TACCGCACCATAATCACTGAAGTCCTTGGAGAACTGCy^GTTCAACTTCTATCAC^ 

TGATGTGATCTTCCTGGTCAGCGCTCTCTCTAGCATACTCTTCCTCTATTTGGCTCACA^ 

AGGCACCAGAGAAGCAAATGGCACCTTGAACTTAAdcCTACTAC^ 

GGTiraUlA^^TTTAGATATAAGAGGGGGGAAAAATGGAACCAGGGC 

AAACAAAATGCTATGGTAGCATTTTTCACCTTCATAGCATACTCCTTCCCCGTOVGG^^ 

CTATGACCATGAGTAGCATCAGCCAGAACATGAGAGGGAGAACTAACTCT^GAC^ 

GCAGAGAGCATCCCGTGTGGATATGAGGCTGGTGtAGAGGCGGAGAGGAGCCAAGAAAC^ 

AGGTGAAAAATACACTGGAACTCTGGGGCAAGACATGTCTATGGTAGCTGAGCC^^ 

AGGATTTCCGTTTTAAGGTTCACATGGAAAAGGTTATAGCTTTGCCTTGAGATTGACT 

AAAATCAGAGACTGTAACT^AAAAAAAAAAAAAAAAAAAAGGGCGGCCGCGACTCT^ 

ACCTGCAGAAGCTTGGCC6CCATGGCCCAACTTGTTTATTGCAGCTTATAATG 



FIGURE 173 



MSFLIDSSIMITSQILFFGFGWLFFMRQLFKDYEIRQYWQVIFSVTFAFSCTMFELIIFEI 
LGVLNSSSRYFHWKMNLCVILLILVFMVPFYIGYFIVSNIRLLHKQRLLFSCLLWLTFMYFF 
WKLGDPFPILSPKHGILSIEQLISRVGVIGVTLMALLSGFGAVNCPYTYMSYFLRNVTDTDI 
LALERRLLQim)MI I SKKKRiyL?U^lARR™ 

QEVDALEELSRQLFLETADLYATKERIEYSKTFKGKYFNFLGYFFSIYCSn/^KIFMATINIVF 
DRVGKTDPVTRGIE I TVlirZLGIQFDVKFWSQHI SFI LVGI 1 1 WS IRGLL ITLTKFB^ 
SKSSNVIVLLLAQIMGMYFVSSVLLIRMSMPLEYRTIITEVLGELQFNFYHRWFDVI 
LSS ILFLYLAHKQAPEKQMAP 

„ Important features: _ _ 

Signal peptide: 
amino acids 1-23 

Potential transmembrane domains: 

amino acids 37-55, 81-102, 150-168, 288-311, 338-356, 375-398, 
425-444 

N-glycosylation sites. 

amino acids 67-70, 180-183 and 243-246 

Eukaryotic cobalamin-binding proteins 

amino acids 151-160 



FIGURE 174 



CATGGGAAGTGGAGCCGGAGCCTTCCTTACACTCGCCATGAGTTTCCTCATCGACTCCAGCA 
TCATGATTACCTCCCNGANACTATTTTTTGGATTTGGGTGGCTTTTCTTCNGCGCCAATGTT 
TAAAGACTAT6AGATACGTCAGTATGTTGTACNGGTGATCTTCTCCGTGACGTTTGCCATTT 
CTTGCACCATGTTTGAGCTCATCATGTTTGAAATCTTNGGAGTATTGAATAGCAGCTCCCGT 
TATTTTCACTGGAAAATQAACCTGTGTGTAATTCTGCTGATCCTGGTTNTCATGGTGCCTTT 
TTACATTGGCTATTTTATTGTGAGCAATATCCGACTACTGCATAAACAACGACTGCTTTTTT 
CCTGTCTCTTATGGCTGACCTTTATGTATTTCCAG 



FIGURE 175 



GTGTTGCCCTTGGGGAGGGGAAGGGGAGCCNGGCCCTTTCCTAAAATTTGGCCAAGGGTTTC 

TTTNTTGAATTCCGGGTTNNGNATACCTTCCCAGAAAATATTTTTTGGATTTGGGGTAGNTT 

TTTTTCATGCGCCAATTGTTTAAAGACTATGAGATACGTCAGTATGTTGTACAGGTGATNTT 

ISrrCCGTGACGTTTGCATTTTCTTGCACCATGTTTGAGCTCATCATNTTTGAAATNTT^ 

TATTGAATAGCAGCTCCCGTTATTTTCACTGGAAAATGAACCTGTGTGTAATTCTGCTGATC 

CTGGTTTTCATGGTGCCTTTTTACATTGGCTATTTTATTGTGAGCAATATCCGACTACTGCA 

TAAACAACGACTGCTTTTTTCCTGTCTNTTATGGCTGACCTTTATGTATTTNTTOTGG^^ 

TAGGAGATCCCTTTCCCATTCTC 



FIGURE 176 

CrCGasaVGGGATaSTCCCATGGCCXSGGGCrCGGAGCC^^ 
TGGCTCCCTGCTCGTCGAACTGCTCTTCTCACGGGCTGTCGCCTT(^ 
GGAGGGCGAGCCAGGCAGCCTCTTCGGCITCTCTGTGGCCCTGCACCG^ 
GCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTGGGCAGGAGGCGAATCGC^ 
CCCGTTGAGCCTGGAGGAGACTGACTGCTAOVGAGTGGACATCGACCAGGGA^^ 
GGAGAACCAGTGGTTGGGAGTCAGTGTTCGGAGCCy^GGGGCCTGGGGGCAAGATTGTTACCTGT^ 
TGAGGCAAGGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATATGATTGGTCGCro 
CCTGGCCyVTCCGGGATGAGTTGGATGGTGGGGAATGGAAGTTCTG^ 
TGGGTTCTGCCAGCAGGGCACAGCTGCaSCCTTCrCC^^ 
CTATAATTGGAAGGGCACGGCCAGGGTGGAGCTCTGTGCACAGGGCTaVGCGGA 
TCCCTAOSAGGaSGGGGGAGAGAAGGAGCAGGACCCCCGCCTCATCCCGGTCC^^ 
CTCTATTGACTCGGGGAAAGGTCTGGTGCGTGCAGAAGAGCTGAGCTTT^^ 
CT^GGGTGCTGTGGTCATCCTGCGCAAGGACAGCGCCTVGTCGCCTGGTGCCC^ 
CCTGACCTCCGGCTTTGGCTACTCACTGGCTGTGGCTGACCTCAACAGTGATGGCT 
TGCCCCCTACnrCTTTGAGCGCCAAGAAGAGCTGGGGGGTGCTGTGTATGTGT^ 
GGCTGGGATCTCCCCTCTCCGGCTCTGOXX^TCCCCTGACTCCATGTTCGGG^ 
CCTCAACCT^GATGGCTTTCCAGATATTGCAGTGGGTGCCCCCr 
TGGGAGCAGCCTGGGGGTTGTCGCO^CCTTCACAGGTGC^ 
CTACTCCCTGTCAGGCAGCTTGGATATGGATGGGAACCAATAC^ 
CGCAGTGCKTTTCAGGGCCAGACCCATCCTCCATGTCT^ 
GGAGCAGCCCAACnXSTGCTGGCGGCCy^CTCGGTCT^ 

OWSa^GCTATAGCXrCTACTGTGGCCCTGGACTATGTGTTAGATGCGGACAC^ 
TCCCCGTGTGACGTTCCTGAGCCGTAACCTGGAAGAACCCAAGCACCA 
CCAGCATGACCGAGTCTGTGGAGACGCCATGTTCCAGCTCCAGGAAAATGTCAAAGAC^ 
AGTGACCTTGTCCTACAGTCTCCAGACCCCrCGGCTCCGGCGACAGGCT^ 
CCCCATCCTCAATGCCCyVCOlGCCCAGCT^CCCAGCGGGCyVGAGATCCACI^^ 
CAAGATCTGCCAGAGO^TCTGCAGCTGGTCCACGCCCGCTTCTGTACCCGGGTCAC^ 
TCTGCCCATGGATGTGGATGGAACAACAGCCCTGTTTGCACTGAGTGGGCAGCC^^ 
GGTCyVCCy^CCTGCCy^TCGGACCCAGCCCAGCCCCAGGCTGATGGGGATG^ 
CATGCTTCCTGACTCACTGCACTACTCAGGGGTCCGGGCCCI^^ 
TGAGAATGCCTCCCATGTTGAGTGTGAGCTGGGGAACCCCATGAAGAGA 
OnTAGCACCrcaSGGATCAGaVTTGAGACCACGG^ 
GGAGCroCATCCAGTCrCTGCAaSAGCCaSTGTCrTC^ 
CCAGCAACrCTTCITCTCTGGTGTGGTGAGGGGCGAGAGAGC(^^ 
a^GTATGAGGTCACGGTTTCCAACCAAGGCCAGTCGCTCAGAACCCTGGGCT 
GCCTCATGAGATTGCCAATGGGAAGTGGTTGCTGTACCCAATGCAGGT^ 
GCAGAAAGGGCTTTGCTCTCCCAGGCCCAACATCCTCCACCTGGATGTG^ 
GCTGGAGCCACCTGAGOVGCT^GGAGCCTGGTGAGCGGCAGGAGCCCAGCATGTCCTGGT^ 
TGAGAAGAAGAAAAACATCACCCTGGACTGCGCCCGGGGCy^CGGCCa^CTGTGTGGTGTTCA 
CAGCTTTGACCGCGCGGCTGTGCTGCATGTCTGGGGCCGTCTCTGGAAaiGCACCrri 
TGTGAAGTCCCTGGAAGTGATTGTCOSGGCCAACATCACAGTGAAGTCCrCC^^ 
TGCCTCCACAGTGATCCCAGTGATGGTATACITGGACCCCA 
O^TCCTCCTGGCTGTACTGGCTGGGCTGCTGGTGCTAGCACT 
CAAACGGGCXlAAGCACCCaSaVGGCCACaSTGCCCCAGT^^ 

GTTCAAGGAGGAGAAGACGGGCACCATCCTGAGGAACAACTGGGGCAGCCCCCGGCGGG^ 
CCCCATCCTGGCTGCTGACGGGCATCCCGAGCTGGGCCCCGATGGGCATCCAGGGCCAGGCA 
Cy^TGTCCCAGCCTGGCCTGTGGCTGCCCTCCTVTCCCTTCCCCAGAGATGGCTCCTTGGGA^ 
GGGCTGCTGGTGTCGCT^TCAAGATTTGGCAGGATaSGCTTCCT^ 

TCCTCCCACCCAACTTCCCCTTAGAGTGCTGTGAGATGAGAGTGGGTAAATCAGGGACAG 
TGAGAAGGGCAGGGGTGTCCTGATGCAAAGGTGGGGAGAAGGGATCCTAATCCCTTCCT 
GTAACAGGACCCCAAGGACCTGCCTCCCCGGAAGTGCCTTAACCTAGAGGGTCGGGG^ 
CTCAGGCTGCTCCTTCTCTAGTTTCCCCTCrCATCn^ 
TTCGTCTATTTATTAAAAAATATTTGAGAAO^AAAAAAA^ 



FIGURE 177 

></usr/seqdb2/sst/DNA/Dnaseqs,min/ss.DNA55737 
xsubiinit 1 of 1, 1141 aa, 1 stop 
xMW: 124671/ pi: 5.82, NX(S/T) : 5 

MAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHRQL 
QPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKENQWL 
GVSVRSQGPGGKIWCAHRYEARQRVDQILETRDMIGRCFVLSQDLAIRDELDGGEWKFCEG 
RPQGHEQFGFCQQGTAAAFSPDSHYLLFGAPGTYNWKGTARVELCAQGSADLAHLDDGPYEA 
GGEKEQDPRLI PVPANSYFGFS IDSGKGLVRAEELSFVAGAPRANHKGAWILRKDSASRLV 
PEVMLSGERLTSGFGYSLAVADLNSDGWPDLIVGAPYFFERQEELGGAVYVYLNQGGHWAGI 
SPLRLCGSPDSMFGISLAVLGDLNQDGFPDIAVGAPFDGDGKVFIYHGSSLGWAKPSQVLE 
GEAVGIKSFGYSLSGSLDiyDGNQYPDLLVGSLADTAVLFRARPIIiHVSHEVSIAPRSIDLEQ 
PNCAGGHSVCVDLRVCFSYIAVPSSYSPTVALDYVLDADTDRRLRGQVPRVTFLSRNLEEPK 
HQASGTWLKHQHDRVCGDAMFQLQENVKDiaiRAIVVTLSY;SLQTPR^ 
~ I LNAHQPSTQRAE IHFLKQGCGEDKI CQSNLQLmA^ 

LSGQPVIGLELMVTNLPSDPAQPQADGDDAHEAQLLVMLPDSLHYSGVRALDPAEKPLCLSN 

ENASHVECELGNPMKRGAQVTFYLILSTSGISIETTELEVELLLATISEQELHPVSARARVF 

lELPLSIAGMAIPQQLFFSGVVRGERAMQSERDVGSKVKYEVTVSNQGQSLRTLGSAFLNIM 

WPHEIANGKWLLYPMQVELEGGQGPGQKGLCSPRPNILHLDVDSRDRRRRELEPPEQQEPGE 

RQEPSMSWWPVSSAEKKKNITLDCTUIGTANCWFSCPLYSFDRAAVLHVWGRLWNSTFLEE 

SAVKSLEVI VRANITVKSS I KNLMLRDASTVI PVMVYLDPMAWAEGVPWWVI LLAVLAGLL 

VI^LVLLLWKMGFFKRAKHPEATVPQYHAVKIPREDRQQFKEEKTGTILRI^ 

DAHPILAADGHPELGPDGHPGPGTA 



In^ortant features: 
Signal peptide: 

amino acids 1-33 



Transmembrane domain: 

amino acids 1040-1062 



N-glycosylatlon sites. 

amino acids 86-89, 746-749, 949-952, 985-988 and 1005-1008 



Integrins alpha chain proteins. 

amino acids 1064-1071, 384-408, 1041-1071, 317-346, 443-465, 385- 
407, 215-224, 634-647, 85-99, 322-346, 470-479, 442-466, 379-408 
and 1031-1047 



FIGURE 178 

CGCGCCGGGCGCAGGGAGCTGAGTGGACGGCTCGAGACGGCGGCGCGTGCAGCAGCTCCAGA 

AAGCAGCGAGTTGGCAGAGCAGGGCTGCATTTCCAGCAGGAGCTGCGAGCACAGTGCTGGCT 

CACAACAAGATGCTCAAGGTGTCAGCCGTACTGTGTGTGTGTGCAGCCGCTTGGTGCAGTCA 

GTCTCTCGCAGCTGCCGCGGCGGTGGCTGCAGCCGGGGGGCGGTCGGACGGCGGTAATTTTC 

TGGATGATAAACAATGGCTCA.CCACAATCTCTCAGTATGACAAGGAAGTCGGACAGT^ 

AAATTCCGAGACGAAGTAGAGGATGATTATTTCCGCACTTGGAGTCCAGGAAAACCCTTCGA 

TCAGGGTTTAGATCCAGCTAAGGATCCATGCTTAAAGATGAAATGTAGTCGCCATAAAGTAT 

GCATTGCTCAAGATTCTCAGACTGCAGTCTGCATTAGTCACCGGAGGCTTACACACAGGATG 

AAAGAAGCAGGAGTAGACCATAGGCAGTGGAGGGGTCCCATATTATCCACCTGCAAGCAGTG 

CCCAGTGGTCTATCCCa^GCCCTGTTTGTGGTTCAGATGGTCATACCTACTC 

AACTAGAATATCAGGCATGTGTCTTAGGAAT^CAGATCTCAGTCAAATGTGAAGGACATTGC 

CCATGTCCTTCaLGATAAGCCCACCAGTAO^GCAGAAATGTTAAGAGAGC^ 

GGAGTTCAGGGAAGTGGCAAACAGATTGCGGGACTGGTTCAAGGCCCTTCATGAAAGTC 

GTCAAAACAAGAAGACAAAAACATTGCTGAG^ 

TTGCCAATTTGCAAGGACTCACTTGGCTGGATGTTTAACAGACTTGATACAAACT^ 

GCTATTGGACCAGTCAGAGCTCAGAAGCATTTACCTTGATAAGAATGAACAGTGTACCA^ 

CATTCTTCAATTGTTGTGACACATACAAGGACAGTTTAAT^ 

TGCTTCCAGAGACAGCAAGACCCACCTTGCCAGACTGAGCTCAGCAATATTCAGAAGCGG 

AGGGGTAAAQAAGCTCCTAGGACAGTATATCCCCCTGTGTGATGAAGATGGTTACTACAAGC 

CAACACAATGTCATGGCAGTGTTGGACAGTGCTGGTGTGT^ 

ATGGGATCCAGAATAAATGGTGTTGCAGATTGTGCTATAGATTTTGAGATCTCCGGAGATTT 

TGCTAGTGGCGATTTTCATGAATGGACTGATGATGAGGATGATGAAGACGATATTATGAATG 

ATGAAGATGAAATTGAAGATGATGATGAAGATGAAGGGGATGATGATGATGGTGGTGATGAC 

O^TGATGTATACATTT^TTGATGACAGTTGAAATC^TAAATTCTACATTTCTAATATTTA 

CAAAAATGATAGCCTATTTAAAATTATCTTCTTCCCCAATAACAAAATGATTCTAAACCTCA 

CATATATTTTGTATAATTATTTGAAAAATTGC7VGCTAAAGTTATAGAACTTTATGTTTAAAT 

AAGAATCATTTGCTTTGAGTTTTTATATTCCTTACACAAAAAGAAAATACATATGCAGTCTA 

GTCAGACAAAATAAAGTTTTGAAGTGCTACTATAATAAATTTTTCACGAGAACAAACTTTGT 

AAATCTTCCATAAGCAAAATGACAGCTAGTGCTTGGGATCGTACATGTTAATTTTT^ 

ATAATTCTAAGTGAAATTTAAAATAAATAAATTTTTAATGACCTGGGTCTTAAGGATTTAGG 

AAAAATATGCATGCTTTAATTGCATTTCCAAAGTAGCATCTTGCTAGACCTAGATGAGTCAG 

QATAACAGAGAGATACCACATGACTCCAAAAAAAAAAAAAAA 



FIGURE 179 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss.DNA49829 
xsiobtmit 1 of 1, 436 aa, 1 stop 
><MW: 49429/ pi: 4.80, NX(S/T) : 0 

MLKVSAVLCVCAAAWCSQSLAAAAAVAAAGGRSDGGNFLDDKQWLTTISQYDKEVGQWNOT 
DEVEDDYFRTWSPGKPFDQALDPAKDPCLKMKCSRHKVCI AQDSQTAVCI SHRRLTHRMKEA 
GVDHRQWRGPILSTCKQCPWYPSPVCGSDGHTYSFQCKLEYQACVLGKQISVKCEGHCPCP 
SDKPTSTSRNVKRACSDLEFREVANRLRDWFKALHESGSQNKKTKT^ 
CKDSLGmFimLDTNYDLLLDQSELRSIYLDKNEQCTKAFFNSCDTYro 
RQQDPPCQTELSNIQKRQGVKXLLGQYIPLCDEDGYYKPTQCHGSVGQCWCVDRYGNEWGS 
, RI1^GV?^CA_IPF^ ^ 

Important features : 
Signal peptide: 
amino acids 1-16 

Leucine zipper pattern, 
amino acids 246-267 

N-myristoylation sites. 

amino acids 357-362, 371-376 and 376-381 

Thyroglobulin type-1 repeat proteins 
amino acids 353-365 and 339-352 



FIGURE 180 



CAGACTCCAGATTTCCCTGTCAACa^CGAGGAGTCCAGA^ 

CTCTTTCAGCCCGGGATCGCCCCAGCAGGGATGQSCGACAAGATCT 

GCTCTGCCTCCGGTGCTGCTGCCTGGGGCGGCGGGCITCACACCTTCCCT 

CCCGCCGGCCAGAAGGAGTGCTTCTACCAGCCCATGCCCCTGAAGGCCTCGCTGGAGATCGAGTACC^ 

GATGGAGCAGGATTAGATATTGATTTCCATCTTGCCTCTCCAGAAGGCAT^CCT 

TCAGATGGAGTTCACACTGTAGAGACTGAAGTTGGTGATTACATGTTCTGCTTTGACAATAC^ 

TCTGAGAAGGTGATTTTCOTTGAATTAATCCTGGATAATAT^^ 

AAATATATTACTGGCACAGATATATTGGATATGAAACTGGa^GACATCCTGG^ 

AGACTAAGCAAAAGTGGGCACATACAAATTCtGCTTAGAGCATTT^^ 

AACTTTGATAGAGTCAATTTCTGGTCTATGGTTAATTT^ 

ATGCTGAAGAGTCTGTTTGAAGATAAGAGGAAAAGTAGAACTTAAAACTCCAAACTAGAGTA 

AATGAGGCy^TAAAAATGCAATAAACTGTTACAGTCAAGACCATTAATGGTCTTCTCCAAAATAT 

AAAGTAGGAAACAGGTATAATTTTAATGTGAAAATTAAGTCTTCTVCTTTCTGTGCAAGTAATCC^^ 

TTGTACTTAAGTGTGTAACAGGAATATTTTGCy^GAATATAGGTTTAACTGAATGAAGCCATATTAATAACT 

TTTCCTAACTTTGAAAAATTTTGCAAATGTCTTAGGTGATTTAAATAAAT 

AGTCTGTTTTTAACyiGGTTCTATTACCa^GAACnTTTT^ 

TCAGTTTTAAGTTATAAATCACCTGAGAATTACCTAAT^ 

CTrrTCTCTATTTACATATGCATCTCTCCTATAATGTAAATAGaV^ _ 

AGATTTTTATAACCAAATACATTTCAGTGTAACATATTAGCAG^^ 

CCAAAAGCTCACATTTTCACGATTCTTAAAAAC^ 

AAATGAAGAATATAGTTTAAAAGCITCCTCCTCCATAGGGACACATTTTCTCT^ 

TTTTAAAATTAAATGTGAGGTAAAATAAGTTTATTTTTAATAGTATCTGTCAAGTTA^ 

TAATCATGTTATGTTAATTTTAACATGATTGCTGACTTGGATAATTCATTATTACCA 

TTGCTAAAATGATCTGGGCCTACCATAAATAAATATCTCCTTTTCTGAGCTCTAAGAATTATCAGAT^C^ 

AGAATTTAGAAAAACTTGAGAAAACCTAATCCAA/^TAAAATTCACTTAAGTAGAACTATAAATAAATATCT 

ATCTGACTGGCTCATCATGACATCCTACrCATAACATAAATCAAAGGA^ 

AAACTTTGGCTGTAGGTTTTTATTTTCTACAAGAATO 

AAATGTAAGCCCTACTGTAAGGTTTAGCACTGGGTGTACAT^ 

TAAAATGGCCTTTCTCAACACTTTATTTAT^^ 

a^CCTAAATGTGAATAACCCATATATAO^CAAAGTCT 

TCAAGTACTAGTAATTTAACTTCATCATGAATGAACTATi^ 

GACTACATTGTGAGTTAGAAACMACTTAAAATTTGGGGTATAGAACCCCTC^ 

CTTGATGAGCAATAATGATAACCAGAGAGTGATTTCATTTACACTGATAGTAGTATA 

TCTTAGGCCCCTGGGAGAAGAGCAGCTTAGATTTCCCTACTGGCAAGGTTTTTAAAAATGAG^ 

ATGATCAATTACOTTAATTGGCCAAGAAAATGCTTCyVGGTGTCTAGGGG 

AGGTCT^TAAGATCCTTGCCTATGAATACCCCTCCOTTTTGOKrrGT^ 

GTACCATAACTAATAAAGCAGGGTACAGATATAAACTACTGCATCTTTTCTATAAAACT 

CCTCTCCraTATGGCTGTTACTGTACrGTACTCTC^^ 

ACATGTATGATrraTGCCACTGATCITAAACCTAT^ 

TATTTGGAAAAGAATTTAGGAATACTAAGGACa^TTATTTT^^ 

CATAACCAAAAAAGCAAAACTTGTAAACAC^ 

CATATGCnmriTrAATTTCACTATTC^ 

AACAGCTCATTTTGTCTTTTTCAATATACAAATTTTAAAAATA^ 

CATAATGTAGCAGTTACCGTGTTCACCTCTICACTAAGGCCTAGAGTTTGCTCTGATATGC^ 

GTTATGCTGTTCTTTCATGTGAATGTCAAGACTVTGGAG 

CACy^TAATGGTGTCTTAAAATTGAO^AAAAATGAGCACTTAC;^ 

GTGAAATTTTAAAAGACATTGATTCCGCATGTAAGGATTTTTCATCTGAAGTA(^ 

CTCAAACTGCTTTATACTTATAAACAGCCATCOT 

AAATTATCAAAGGAAAA 



FIGURE 181 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss.DNA52196 
xsiibiinit 1 of 1, 229 aa, 1 stop 
xMW: 26017, pi: 4.73, NX(S/T): 0 

MGDKIWLPFPVLLLAALPPVLLPGAAGFTPSLDSDFTFTLPAGQKECFYQPMPLKASLEIEY 
QVLDGAGLDIDFHLASPEGKTLVFEQRKSDGVHTVETEVGDYMFCFDNTFSTISEKVIFFEL 
ILDNMGEQAQEQEDWKKYITGTDILDMKLEDILESINSIKSRLSKSGHIQILLRAFEARDRN 
IQESNFDRWFWSMWLVVMVWSAIQVYMLKSLFED^^ 

Important features: 

_ Signal peptide,: _ _ _ 

amino acids 1-23 

Transmembrane domain: 
amino acids 195-217 

N-myristoylation site, 
amino acids 43-48 

Tyrosine kinase phosphorylation site. 

amino acids 55-62 



FIGURE 182 



CCATCCCTGAGATCTTTTTATAAAAAACCCAGTCTTTGCTGACCAGACAAAGCATACCAGAT 
CTCACCAGAGAGTCGCAGACACTATGCTGCCTCCCATGGCCCTGCCCAGTGTGTCCTGGATG 
CTGCTTTCCTGCCTCATTCTCCTGTGTCAGGTTCAAGGTGAAGAAACCCAGAAGGAACTGCC 
CTCTCCACGGATCAGCTGTCCCAAAGGCTCCAAGGCCTATGGCTCCCCCTGCTATGCCTTGT 
TTTTGTCACCAAAATCCTGGATGGATGCAGATCTGGCTTGCCAGAAGCGGCCCTCTGGAAAA 
CTGGTGTCTGTGCTCAGTGGGGCTGAGGGATCCTTCGTGTCCTCCCTGGTGAGGAGCATTAG 
TAACAGCTACTCATACATCTGGATTGGGCTCCATGACCCCACACAGGGCTCTGAGCCTGATG 

, GAGATGGATGGGAGTGGAGTAGCACTGATGTGATGAATTACTTTGCATGGGAGAAAAATCCC 
TCCACCATCTTAAACCCTGGCCACTGTGGGAGCCTGTCAAGAAGCACAGGATTTCTGAAGTG 

„GAAAGATTATAACTGTGATGCAAAGTTACCCTATGTCTGC7^GTTC^ 
GGGAAGTCAGCAGCCTCAGCTTGGCGTGCAGCTCATCATGGACATGAGACCAGTGTGAAGAC 
TCACCCTGGAAGAGAATATTCTCCCCAAACTGCCCTACCTGACTACCTTGTCATGATCCTCC 
TTCTTTTTCCTTTTTCTTCACCTTCATTTCAGGCTTTTCTCTGTCTTCCATGTCTTGAGATC 
TCAGAGAATAATAATAAAAATGTTACTTTATAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 183 



</usr/seqdb2/sst/DNA/Dnaseqs .min/ss.DNA56965 
<subimit 1 of 1, 175 aa, 1 stop 
<MW: 19330, pi: 7.25, NX(S/T): 1 

MLPPMALPSVSWMLLSCLILLCQVQGEETQKELPSPRISCPKGSKAYGSPCYALFLSPKSWM 
DADLACQKRPSGKLVSVLSGAEGSFVSSLVRSISNSYSYIWIGLHDPTQGSEPDGDGWEWSS 
TDVMNYFAWEKNPSTIIJSTPGHCGSLSRSTGFLKWKDYNCDAK^ 

Important features: 
Signal peptide: 

-amino- acids- 1^2 6 _ . _ 

C-type lectin domain signature. 

amino acids 146-171 



FIGURE 184 



CCAGTCTGTCGCCACCTCACTTGGTGTCTGCTGTCCCCGCCAGGCAAGCCTGGGGTGAGAGC 

ACAGAGGAGTGGGCCGGGACC ATG CGGGGGACGCGGCTGGCGCTCCTGGCGCTGGTGCTGGC 

TGCCTGCGGAGAGCTGGCGCCGGCCCTGCGCTGCTACGTCTGTCCGGAGCCCACAGGAGTGT 

CGGACTGTGTCACCATCGCCACCTGCACCACCAACGAAACCTVTGTGCAAGACCAC^^ 

TCCCGGGAGATAGTGTACCCCTTCCAGGGGGACTCCACGGTGACCAAGTCCTGTGCCAGCAA 

GTGTAAGCCCTCGGATGTGGATGGCATCGGCCAGACCCTGCCCGTGTCCTGCTGCAATACTG 

AGCTGTGCAATGTAGACGGGGCGCCCGCTCTGAACAGCCTCCACTGCGGGGCCCTCACGCTC 

CTCCCACTCTTGAGCCTCCGACTGTAGAGTCCCCGCCCACCCCCATGGCCCTATGCGGCCCA 

GCCCCGAATGCCTTGAAGAAGTGCCCCCTGCACCAGGAAAAAAAAAAAAAAAAA 



FIGURE 185 

</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA56405 
<siibunit 1 of 1, 125 aa, 1 stop 
<MW: 13115, pi: 5 . 90 , NX (S/T) : 1 
MRGTRLALIJUliVLAACGELAPALRCYVCPEPTGVSDC^ 
FQGDSTVTKSCASKCKPSDVDGIGQTLPVSCCOTELCN^ 

Important features: 
Signal peptide: 
amino acids 1-17 

N-glycosylation site, 
amino acids 46-49 



FIGURE 186 



CTGCAGTCAGGACTCTGGGACCGCAGGGGGCTCCCGGACCCTGACTCTGCAGCCGAACCGGC 
ACGGTTTCGTGGGGACCCAGGCTTGCAAAGTGACGGTCATTTTCTCTTTCTTTCTCCCTCTT 
GAGTCCTTCTGAGATGATGGCTCTGGGCGCAGCGGGAGCTACCCGGGTCTTTGTCGCGATGG 
TAGCGGCGGCTCTCGGCGGCCACCCTCTGCTGGGAGTGAGCGCCACCTTGAACTCGGTTCTC 
AATTCCAACGCTATCAAGAACCTGCCCCCACCGCTGGGCGGCGCTGCGGGGCACCCAGGCTC 
TGCAGTCAGCGCCGCGCCGGGAATCCTGTACCCGGGCGGGAATAAGTACCAGACCATTGACA 
ACTACCAGCCGTACCCGTGCGCAGAGGACGAGGAGTGCGGCACTGATGAGTACTGCGCTAGT 
CCCACCCGCGGAGGGGACGCAGGCGTGCAAATCTGTCTCGCCTGCAGGAAGCGCCGAAAACG 
CTGCATGCGTCACGCTATGTGCTGCCCCGGGAATTACTGCAAAAATGGAATATGTGTGTCTT 
CTGATCAAAATCATTTCCGAGGAGAAATTGAGGAAACCATC^ 

CATAGCACCTTGGATGGGTATTCCAGAAGAACCACCTTGTCTTCAAAAATGTATCACAC 

AGGAC7VAGAAGGTTCTGTTTGTCTCCGGTCATCAGACTGTGCCTCAGGATTGTGTTGTGCTA 

GACACTTCTGGTCCAAGATCTGTAAACCTGTCCTGAAAGAAGGTCAAGTGTGTACCAAGCAT 

AGGAGAT^GGCTCTCATGGACTAGAAATATTCCAGCGTTGTTACTGTGGAGAAGGT 

TTGCCGGATACAGAAAGATCT^CCATCAAGCCAGTAATTCra 

GACACTAAACCAGCTATCCAAATGCAGTGAACTCCTTTTATATAATAGATGCTATGAAAACC 

TTTTATGACCTTCATCAACTa^TCCTAAGGATATACAAGTTCTGTGGTT^ 

TCCAATAACACCTTCCAAAAACCTGGAGTGTAAGAGCTTTGTTTCTTTATGGAACTCCCCTG 

TGATTGCAGTAAATTACTGTATTGTAAATTCTCaVGTGTGGCACTTACCTGTAAATGC^ 

AACTTTTAATTATTTTTCTAAAGGTGCTGCACTGCCTATTTTTCCTCTTGTTATGTAAATTT 

TTGTACACATTGATTGTTATCTTGACTGACAAATATTCTATATTGAACTGAAGTAAATC^ 

TCAGCTTATAGTTCTTAAAAGCATAACCCTTTACCCCATTTAATTCTAGAGTCTAGAACGCA 

AGGATCTCTTGGAATGACAAATGATAGGTACCTAAAATGTAACATGAAMTACTAGCTTATT 

TTCTGAAATGTACTATCTTAATGCTTAAATTATATTTCCCTTTAGGCTGTGATAGTTTTTGA 

AATAAAATTTAACATTTAAAAAAAAAAAAA 



FIGURE 187 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss,DNA57530 
<s\ibunit 1 of 1, 266 aa, 1 stop 
<MW: 28672, pi: 8.85, NX(S/T): 1 
I^MAMAAGATRVFVAMVAAALGGHPLLGVSATLNSVI^ 

APGILYPGGNKYQTIDNYQPYPCJ^DEECGTDEYCASPTRGGDAGVQICLACRKRR^^ 
AMCCPGNYCKNGICVSSDQNHFRGEIEETITESFGNDHSTLDGYSRRTTLSSKiyr!^ 
SVCLRSSDCASGLCCARHFWSKICKPVLKEGQVCTKHRIUCGSHGLEIFQ 
KDHHQASNSSRLHTCQRH 

Important featuresj 

Signal peptide: 

amino acids 1-23 

N-glycosylation site. 

amino acids 256-259 

Fungal Zn(2)-Cys(6) binuclear cluster domain 

amino acids 110-126 



FIGURE 188 

TGTGTTTCCCTGCAGTCAGAATTTGGGACNGCAGGGGTTCCCGGACCTGATTTTGCAGCGGA 

ACGGGAAGGTTTTGTGGGACCCAGGTTGAAATGACGGTCATTTTTTTTTCTTTCTCCTTC^ 

GAGTCCTTNTGAGANGATGGTTTTGGGCGCAGCGGGAGCTAACCCGGTTTTTTGTNGCGATG 

GTAGCGGCGGTTTTCGGCGGCCACCTTNTGCTGGGAGTGAGCGCCACCTTGAATCGGTTTTC 

AATTCC^CGNTATCAAGAACCTGCCCCCACCGNTGGGCGGCGCTGCGGGGCACCC^ 

TGCAGTCAGCGCCGCGCCGGGAATCCTGTACCCGGGCGGGAATAAGTACCAGACCATTGACA 

ATTACCAGCCGTACCCGTGCGCAGAGGACGAGGAGTGCGGCACTGATGAGTACTGCGCTAGT 

CCCACCCGCGGAGGGGANGCGGGCGTGCAAATNTGTNTNGCCTGCAGGAAGCGCCGA^^ 

CTGCATGCGTaU!JGCTATGTGCTGCCCCGGGAATTACTGCAAA2AT 

CTGATCAAAATCATTTCCGAGGAQAAATT 

CATAGCACCTTGGATGGG 




FIGURE 189 

GAGGAACCTACOSGTACCGGCCGCXSCGCTGGTAGTCGGCGGTGTGGCT 

CTGGGCCGTCGGAGAGTGCGTGTGCTTCTCTCCTGCACGCGGTGCTTGGGCTCGGCCA 

GGGTTTGAGGATGGGGGAGTAGCTAG?^GGAAGaiACCCCGCGATGGa^ 

AGTATTAGAAATGAGCTGAAGACCATTCACAGATTAATATTTTTGGGGAC^ 

TGAAGTAATGTAGACT^GAAGTTCrCAAATTTGCyVTATTACATCAACT 

TTAAATCAGAACTTGCATAAGAAAGAGAATGGGAGTCTGGTTAAATAAAGA 

GATCATTCTCTGTTTTCTGATAGTGTATATGGCCATTTTAGTCGGCAaV^ 

AGTGTCCAAAACTGCAAGCAGTAGAGAAATAAGAaU^GCI^ 

AAACCCGAATAACCCAAATGCACATGGCGATTTTTTAAAAATAA^ 

TCTAOSGAAAAAGTATGACAAATATGGAGAAAAGGGACTTGAGGATAATa^G^ 

CTATTATCGTTATGATTTTGGTATTTATGATGATGATCCTGAAATCATAACATTGGAAAGAAGAGAATTTGAT 
TGCTGTTT^TTCTGGAGAACTGTGGTTTGTAAATTTTTACTCCCCAGGCTGTTCAC^ 
CACATGGAGAGACTTTGCTAAAGAAGTGGATGGGTTACTTCGAATTGGAGCTGTTAACTGTGGT^ 
GCTTTGCCGAATGAAAGGAGTCAACyVGCTATCCCAGTCrCTTCTlTTTTTCGGTCTGG^ 
TCATGGAGACAGATCAAAGGAGAGTTTAGTGAGTTTTGCAATGCAGCATGT^ 
GACAGGAAATTTTGTO^CTCdVTACAAACTGCOTTTGCrGCTGGTATTGGCT 
AGGAGGAGATT6TTTGACTra^CAGACACGACTCaL« 
- AGAAATATATTTGGAAGTAATACS^TAATeTTeCMXSATra 
GGCTCATCATCGGTGGCTGTTATTTTTTCATTTTGGAAAAAAO^^ 
AAAAACTCTACTTAAAAATGATCATATTGAAGTTGGC7VGGTTTGACTGTTC 
TCTGTATGTTTTTCyVGCCGTCTCrAGCAGTATTTAAAGC^ 

GAAGATTCTATATGATATACTTGCCTTTGCCAAAGAAAGTGTGAATTCTCATGTT^ 

TTTTCCTGCO^TGAO^GAACCATGGCTTGTTGATTTCrT^ 

ACCAGAGTTACGAAGAGCATGAAATCTTCTTTATGGTCAGCTTAAGTTTGGTAC^ 

GGGACTCTGTAACATGTATAACATTCAGGCTTATCCAACAACAGTGGTATTC^ 

TGAAGGAC:AT(:ACTCTGCTGAACAAATCTTGGAGTTCATAGAGGATCrTATGA?VTCCTT 

ACCCACCACCTTCAACGAACTAGTTACACaAAGAAAAC^ 

GTGT(^TCCTTGCa^TCrTAATGCC»GAATGGAAAAGA^ 

O^GTATAGATTGCO^CS^TATCa^TTCITT^^ 

TCCCCO^AAATCAAATAAAGCTTATCS^TATCACAGTO^ 

CrGGGGTCTAGGATTTTTACCTO^GTATCCACAGATCr 

GAAAAATCS^TTGGGTQATTGATTTCTATGCTCCTTGGTGTGGACCTT 

CTTGGCTAGGATGATTAAAGGAAAAGTGAAAGCTGGAAAAGTAGACTGTCAGGCTTATGCTCA^ 

AGCTGGGATCAGGGCCTATCCAACTGTTAAGTTTTATTTCTACGAAAGAGCAAAGAGAAA^ 

GATAAATACCTlGAGATGCAAAAGCy^TCGCTGCCTTAATAAGTGAAAAAT^ 

GAGGAATAAGGATGAACT15GATAATGTTGAAGATGAAGAAAAAGTTTAAAAGAAATTCTGACAGAT^ 

AAGACACCTATTTAGAATGTTACATTTATGATGGGAATGAATGAACATTATCOT . 

GAATTATCTACAGCACTGGTGTAAAAGAAGGGTCTGCAAACrTTTTCTGTAAAGGGCC 

GACITTGCAGGCTATAATATATGGTTCACACATGAG 

TTTAACS^CCTOTAAAAAATATTAAAACGATTCITAGCT 

GACCATAGATTGCTGTCCCCCTCGACGGACTOTVTAATGTTTCS^^ 

ATCTACATAAATGTCTAAGTTGTATAAAGTCCACTTTCCCTTCACGTTTTTTGGOT 

TAGTTTTTGGTCACTTGTTCTCCTAAAAATGCTATCCCTAACCATATATT^ 

GATGTGGCACAGTAAACAAACCCTGTTATGCTGTATTATTATGAGGAGATTCTTCATTG^^ 

AAGGTTGAAAAAATGCTTTTAATTTTTCACAGCCGAGAAAGAGTGCAGCAGTATATGTG<^ 

AAATTTGAGCAACAGTAAGTGCACAAATTCTGTAGTTTGCTGTATCATCCAGGAAAA^^ 

TAGCAATTAACTGGGG?ITTGTAGAGTATCCTAAATATGTTATCAAGTATTTAGAGCT 

TGTGTTCATGTATTTTCTGAAATTGCTTTCATAGAAATTTTCCCACTGATAGT^ 

TTACATATTTGCCTTCTGAACTTTGTTTTGACCTOTATCCTTTAT^ 

TTTTTOVCTCCrGTCCy^GTCrATTTATTATTCAAATAGGA;^^ 

AATGATACTGTAGTTATTCCAGTTAGrrAGTTTACrGTC^^ 

ACTGAAGTTATTtTTATAAGAAAATCAAGTATATAAATCTAGGAAAC^^ 

CTCAAAGAATCACAAATTTGTCAGTAACATGTAGTTGTTTAGTTATAATT 

CCAATCAGTCAAAAGAGGTCAATGAATTAAAAGGCTTGO^ 



FIGURE 190 



</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA56439 
<subiinit 1 of 1, 747 aa, r stop 
<MW: 86127, pi: 7.46, NX(S/T): 2 

MGWLNKDDYIRDLKRIILCFLIVYMAILVGTDQDFYSLLGVSKTASSREIRQAFKKL^ 

HPDKNPraPNAHGDFLKINRAYEVLKDEDLRKKYDKYGEKGLEDNQGGQYESVm^ 

YDDDPEIITLERREFDAAWSGELWFWFYSPGCSHCHDLAPTWRDFAKEVDGLLRIGAW 

GDDRMLCRMKGWSYPSLFIFRSGMAPVKYHGDRSKESLVSFAMQHVRSTVTELWTGNi^ 

IQTAFAAGIGWLITFCSKGGDCLTSQTRLRLSGMLFLNSLDAKEIYLEVIHNLPDFELLSAN 

TLEDRLAHHRWLLFFHFGKNENSNDPELraOiKTLLKNDHIQVGRFDCSSAPDICSNL^^ 

SLAVFKGQGTKEYEIHHGKO 

PPO^LPELRRASNLLYGQLKFGTLDCTVHEGLCNMYNIQAYPTTWFNQSNIHE^^ 

AEQILEFIEDIMTPSWSLTPTTFNELVTQRKHNEVWMVDFYSPWCHPCQVLMPEWKi^^ 

LTGLINVGSIDCQQYHSFCAQEWQRYPEIRFFPPKSNKAYQYHSYNGWNRD^^ 

FLPQVSTDLTPQTFSEKVLQGKNHWIDFYAPWCGPCQNFAPEFELLARMIKGKVKAGK^ 

QAYACJTCXJKAGIRAYPTVKFYFYERAKRNFQEEQINTRDAKAI^^ 

Important features: 

Endoplasmic reticulum targeting sequence* 
amino acids 744-747 

Cytochrpme c family heme-binding site signature, 
amino acids 158-163 

Nt-dnaJ domain signature. 

amino acids 77-96 

N-glycosylation site. . 
amino acids 484-487 



FIGURE 191 



AGACAGTACCTCCTCCCTAGGACTACACAAGGACTGAACCAGAAGGAAGAGGACAGAGCAAA 
GC CATGA ACATCATCCTAGAAATCCTTCTGCTTCTGATCACCATCATCTACTCCTACTTGGA 
GTCGTTGGTGAAGTTTTTCATTCCTCAGAGGAGAAAATCTGTGGCTGGGGAGATTGTTCTCA 
TTACTGGAGCTGGGCATGGAATAGGCAGGCAGACTACTTATGAATTTGCAAAACGACAGAGC 
ATATTGGTTCTGTGGGATATTAATAAGCGCGGTGTGGAGGAAACTGCAGCTGAGTGCCGAAA 
ACTAGGCGTCACTGCGCATGCGTATGTGGTAGACTGCAGCAACAGAGAAGAGATCTATCGCT 
CTCTAAATCAGGTGAAGAAAGAAGTGGGTGATGTAACAATCGTGGTGAATAATGCTGGGACA 
GTATATCCAGCCGATCTTCTCAGCACCAAGGATGAAGAGATTACCAAGACATTTGAGGTCAA 
CATCCTAGGACATTTTTGGATCACAAAAGCACTTCTTCCATCGATGATGGAGAGAAATCATG 
GCC^CATCGTCACAGT^^ 

TGTTCC7^GCAAATTTGCCGCTGTTGGCTTTCACAGAGGTCTGAC?^TCAGAAC^ 

GGGAAAAACTGGTATCAAAACCTCATGTCTCTGCCCAGTTTTTGTGAATACTGGGTTCACCA 

AAAATCCAAGCACAAGATTATGGCCTGTATTGGAGACAGATGAAGTCGTAAGAAGTCTGATA 

GATGGAATACTTACCAATAAGAAAATGATTTTTGTTCCATCGTATATCAATATCTTTCTGAG 

ACTACAGAAGTTTCTTCCTGAACGCGCCTCAGCGATTTTAAATCGTATGCAGAATATTCAAT 

TTGAAGCT^GTGGTTGGCCACAAAATCAAAATGAAATGAATAAATAAGCTCCAGCC^ 

TATGCATGATAATGATATGAATAGTTTCGAATCAATGCTGCAAAGCTTTATTTCACATTTTT 

TCAGTCCTGATAATATTAAAAACATTGGTTTGGCACTAGCAGCAGTCAAACGAACAAGATTA 

ATTACCTGTCTTCCTGTTTCTCAAGAATATTTACGTAGTTTTTCATAGGTCTGTTTTTCCTT 

TCATGCCTCTTAAAAACTTCTGTGCTTACATAAACATACTTAAAAGGTTTTCTTTAAGATAT 

tttatttttcg?itttaaaggtggacaaaagctacctccctaaaagt;^ 

TATTTACACAGGGAAGGTTTAAGACTGTTCAAGTAGCATTCCa^TCTGTAGCCATGCCAC^ 
AATATCAACAAGAACACAGAATGAGTGCACAGCTAAGAG 

ATCTCAACCTGGAO^TATTTTTIAGATTCAGCT^TTTGAAAGATTTCCCTAGCCTCTTCCTTT^ 

TCATTAGCCCAAAACGGTGCAACTCTATTCTGGACTTTATTACTTGATTCTGTCTTCTC^ 

AACTCTGAAGTCCACCAAAAGTGGACCCTCTATATTTCCTCCCTTTTTATAGTCTTATAAGA 

tacattatgaaaggtgaccgactctattttaaatctcagaattttaagttctagccccatga 

TAACCTTTTTCTTTGTAATTTATGCTTTCATATATCCTTGGTCCaiGAGATGTTTAGACA^ 

TTTAGGCTCAAAAATTAAAGCTAACaiCAGGAAAAGGAACTGTACTGGCTATTAC^ 

CAATGQACCCAAGAGAAGAA 
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</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA56409 
<siibunit 1 of i, 300 aa, 1 stop 
<MW: 33655, pi: 9.31, NX(S/T) : 1 

MNIILEILLLLITIIYSYLESLVKFFIPQRRKSVAGEIVLITGAGHGIGRQTTYEFAKRQSI 

LVLWDINKRGVEETAAECRKIiGVTAHAY\nnDCSNREEIYRSIiNQVI^ 

YPADLLSTKDEEITKTFEVNILGHFWITKALLPSMMEiyraGHIVTVASVCGHEGIPY 

SSKFAAVGFHRGLTSELQALGKTGIKTSCLCPVFVNT6FTKNPSTRLWPVLETDEVVRSLID 

GILTNKKMIFVPSYINIFLRLQKFLPERASAILNRMQNIQFEAWGHKIKM^ 

Isiportant features: 
Signal peptide: 
amino acids 1-19 

cAMP- and cGMP- dependent protein kinase phosphorylation site, 
amino acids 30-33 and 58-61 

Short-chain alcohol dehydrogenase family protein 
amino acids 165-202, 37-49, 112-122 and 210-219 
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CGGCGGCGGCTGCGGGCGCGAGGTGAGGGGCGCGAGGTGAGGGGCGCGAGGTTCCCAGCAGG 

ATGCCCCGGCTCTGCAGGAAGCTGAAGTGAGAGGCCCGGAGAGGGCCCAGCCCGCCCGGGGC 

AGGATGACCAAGGCCCGGCTGTTCCGGCTGTGGCTGGTGCTGGGGTCGGTGTTCATGAT^ 

GCTGATCATCGTGTACTGGGACAGCGCAGGCGCCGCGCACTTCTACTTGCACACGTCCTTCT 

CTAGGCCGCACACGGGGCCGCCGCTGCCCACGCCCGGGCCGGACAGGGACAGGGAGCTCACG 

GCCGACTCCGATGTCGACGAGTTTCTGGACAAGTTTCTCAGTGCTGGCGTGAAGCAGAGCGA 

CCTTCCCAGAAAGGAGACGGAGCAGCCGCCTGCGCCGGGGAGCATGGAGGAGAGCGTGAGAG 

GCTACGACTGGTCCCCGCGCGACGCCCGGCGCAGCCCAGACCAGGGCCGGCAGCAGGCGGAG 

CGGAGGAGCGTGCTGCGGGGCTTCTGCGCCAACTCCAGCCTGGCCTTCCCCACCAAGGAGCG 

CGCATTCGACGACM'CC^^ 

CGATCTACTGCTACGTGCCCAAGGTGGCCTGCACCAACTGGAAGCGCGTGATGATCGTGCTG 
AGCGGAAGCCTGCTGCACCGCGGTGCGCCCTACCGCGACCCGCTGCGCATCCCGCGCGAGCA 
CGTGCACAACGCCAGCGCGCACCTGACCTTCAACAAGTTCTGGCGCCGCTACGGGAA^ 
CCCGCCACCTCaLTGAAGGTCAAGCTCAAGAAGTACACC^ 

TTCGTGCGCCTGATCTCCGCCTTCCGCAGCAAGTTCGAGCTGGAGAACGAGGAGTTCTACCG 

CAAGTTCGCCGTGCCCATGCTGCGGCTGTACGCCAACOICACCAGCCTGCCCGCCTCG^ 

GCGAGGCCTTCCGCGCTGGCCTCAAGGTGTcbTtCGCCAACTTCATC(^ 

CCGCACACGGAGAAGCTGGCGCCCTTCAACGAGCACTGGCGGCAC^ 

CCCGTGCCAGATCGACTACGACTTCGTGGGGAAGCTGGAGACTCTGGACGAGGACGCC^ 

AGCTGCTGCAGCTACTCCAGGTGQACCGGCAGCTCCGCTTCCCCCCGAGCTAGCGGAACAGG 

ACCGCCAGCAGCTGGGAGGAGGACTGGTTCGCCAAGATCCCCCTGGCCTGGAGGCAGCA 

GTATAAACTCTACGAGGCCGACTTTGTTCTCTTCGGCTACCCCAAGCCCGAAAACCTCCTCC 

GAGACTGAAAGCTTTCGCGTTGCTTTTTCTCGCGTGCCTGGAACCTGACGCACGCGCACT 

AGTTTTTTTATGACCTACGATTTTGCT^TCTGGGCTTCTTGTTCACTCC^ 

ATTGAGTACTGTATCGATATTGTTTTTTAAGATTAATATATTTO^ 
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</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA56112 
<s\ibunit 1 of 1, 414 aa, 1 stop 
<MW: 48414, pi: 9.54, NX(S/T) : 4 

MTKARLFRLWLVLGSVFMILLIIVYWDSAGAAHFYLHTSFSRPHTGPPLPTPGPDRDRELTA 

DSDVDEFLDKFLSAGVKQSDLPRKETEQPPAPGSMEESVRGYDWSPRDARRSPDQGRQQAER 

RSVLRGFCT^SSLAFPTKERAFDDIPNSELSHLIVDDRHGAIYCYVPKVACTNWKRA^ 

GSLLHRGAPYRDPLRIPREHVHNASAHLTFNKFVmRYGKLSRHLMKVKL 

VRLISAFRSKPELENEEFYRKFAVPMLRLYANHTSLPASAREAFRAGLKVSFANFIQYLLDP 

HTEKLAPFNEHWRQVYRLCHPCQIDYDFVGKLETLDEDAAQLLQLLQVDRQLRFPPSYRNRT 

ASSWEEDWFAKIPLAWRQQLYig^^ 

Importsuit features: 

Signal peptide: ' 
amino acids 1-31 

N-glycosylation sites. 

amino acids 134-137, 209-212, 280-283 and 370-373 

TNFR/NGPR family cysteine-rich region protein 

amino acids 329-332 



FIGURE 195 

TCGGGCCAGAATTCGGCACGAGGCGGCACGAGGGCGACGGCCTCACGGGGCTTTGGAGGTGA 
AAGAGGCCCAGAGTAGAGAGAGAGAGAGACCGACGTACACGGGATGGCTACGGGAACGCGCT 
ATGCCGGGAAGGTGGTGGTCGTGACCGGGGGCGGGCGCGGCATCGGAGCTGGGATCGTGCGC 
GCCTTCGTGAACAGCGGGGCCCGAGTGGTTATCTGCGACAAGGATGAGTCTGGGGGCCGGGC 
CCTGGAGCAGGAGCTCCCTGGAGCTGTCTTTATCCTCTGTGATGTGACTCAGGAAGATGATG 
TGAAGACCCTGGTTTCTGAGACCATCCGCCGATTTGGCCGCCTGGATTGTGTTGTCAACAAC 
GCTGGCCACCACCCACCCCCACAGAGGCCTGAGGAGACCTCTGCCCAGGGATTCCGCCAGCT 
GCTGGAGCTGAACCTACTGGGGACGTACACCTTGACCAAGCTCGCCCTCCCCTACCTGCGGA 
AGAGTCAAGGGAATGTCT^TCAACATCTCCT^GCCTGGTGGGGGCAATCGGCCAGGCCCAGGC^ 
.GTTCCCTATGTGGCCACCAAGGGGGCAGTAACAGCCATGACC^ 

AAGTCCATATGGTGTCCGAGTCAACTGTATCTCCCCAGGAAACATCTGGACCCCGCTGTGGG 
AGGAGCTGGCAGCCTTAATGCCAGACCCTAGGGCCACAATCCGAGAGGGCATGCTGGCCCAG 
CCACTGGGCCGCATGGGCCAGCCCGCTGAGGTCGGGGCTGCGGCAGTGTTCCTGGCCTCCGA 
AGCCAACTTCTGCACGGGCATTGAACTGCTCGTGACGGGGGGTGCAGAGCTGGGGTACGGGT 
GCAAGGCCAGTCGGAGCACCCCCGTGGACGCCCCCGATATCCCTTCCTGATTTCTCTCATTT 
CTACTTGGGGCCCCCTTCCTAGGACTCTCCCACCCCAAACTCCAACCTGTATCAGATGCAGC 
CCCCAAGCCCTTAGACTCTAAGCCCAGTTAGCAAGGTGCCGGGTCACCCTGCAGGTTCCCAT 
AAAAACGATTTGCAGCC 
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</usr/seqdb2/sst/DNA/Dnaseqs .min/ss.DNA56045 
<subunit 1 of 1, 270 aa, 1 stop 
<MW: 28317, pi: 6.00, NX(S/T) : 1 

MATGTRyAGK\AAArrGGGRGIGAGIVRAFVNSGARVVICDKDESGGRALEQELPGAVFILCD 

VTQEDDVKTLVSETIRRFGRLDC^AmNAGHHPPPQRPEETSAQGFRQLLE^ 

ALPYLRKSQGNVINISSLVGAIGQAQAVPYVATKGAVTAMTKALALDESPYGVRVNCISPGN 

IWTPLWEEIiAALMPDPRATIREGMLAQPLGRMGQPAEVGAAAVFLZlSEANFCTGIELLW 

AELGYGCKASRSTPVDAPDIPS 

Important features^: _ _ _ _ _ _ 

N-glycosylation site* 
amino acids 138-141 

Short-chain alcohol dehydrogenase family protein 
amino acids 10-22, 81-91, 134-171 and 176-185 



FIGURE 197 



AGGCGGGCAGCAGCTGCAGGCTGACCTTGCAGCTTGGCGGA ATGG ACTGGCCTCACAACCTG 
CTGTTTCTTCTTACCATTTCCATCTTCCTGGGGCTGGGCCAGCCCAGGAGCCCCAAAAGCJ^ 
GAGGAAGGGGCAAGGGCGGCCTGGGCCCCTGGCCCCTGGCCCTCACCAGGTGCCACTGGACC 
TGGTGTCACGGATGAAACCGTATGCCCGCATGGAGGAGTATGAGAGGAACATCGAGGAGATG 
GTGGCCCAGCTGAGGAACAGCTCAGAGCTGGCCCAGAGAAAGTGTGAGGTCAACTTGCAGCT 
GTGGATGTCCAACAAGAGGAGCCTGTCTCCCTGGGGCTACAGCATCAACCACGACCCCAGCC 
GTATCCCCGTGGACCTGCCGGAGGCACGGTGCCTGTGTCTGGGCTGTGTGAACCCCTTCACC 
ATGCAGGAGGACCGCAGCATGGTGAGCGTGCCGGTGTTCAGCCAGGTTCCTGTGCGCCGCCG 
CCTCTGCCCGCCACCGCCCCGCACAGGGCCTTGCCGCCAGCGCGCAGTCATGGAGACCATCG 
_ CTGTGGGCTGCACCTGCATCTTCTGAATCACCTGGCCCAGAAGCCAGGCCA^ 

CCATCCTCCTTGCACCTTTGTGCCAAGAAAGGCCTATGAAAAGTAAACACTGACTTTTGAAA 
GCAAG 
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</usr/seqdb2/sst/DNA/Dnaseqs.min/ss-DNA59294 
<suiDtinit 1 of 1, 180 aa, 1 stop 
<MW: 20437, pi: 9.58, NX(S/T) : 1 

MDWPHNLLFLLTISIFLGLGQPRSPKSKRKGQGRPGPIAPGPHQVPLDLVSRMKPYARMEEY 
ERNIEEMVAQLRNSSELAQRKCEVNLQLWMSNKRSLSPWGYSINHDPSRIPVDLPEARCLCL 
GCVNPFTMQEDRSMVSVPVFSQVPVRRRLCPPPPRTGPCRQRAVMETIAVGCTCIF 

Important features: 
Signal peptide: 
amino acids 1-20 



N-glycosylation site. 

amino acids 75-78 

Homologous region to IL-1.7 
amino acids 96-180. 
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GCGCCGCCAGGCGTAGGCGGGGTGGCCCTTGCGTCTCCCGCTTCCTTGAAAAACCCGGCGGG 
CGAGCGAGGCTGCGGGCCGGCCGCTGCCCTTCCCCACACTCCCCGCCGAGAAGCCTCGCTCG 
GCGCCCAACATGGCGGGTGGGCGCTGCGGCCCGCAGCTAACGGCGCTCCTGGCCGCCTGGAT 
CGCGGCTGTGGCGGCGACGGCAGGCCCCGAGGAGGCCGCGCTGCCGCCGGAGCAGAGCCGGG 
TCCAGCCCATGACCGCCTCCAACTGGACGCTGGTGATGGAGGGCGAGTGGATGCTGAAATTT 
TACGCCCCATGGTGTCCATCCTGCCAGCAGACTGATTCAGAATGGGAGGCTTTTGCAAAGAA 
TGGTGAAATACTTCAGATCAGTGTGGGGAAGGTAGATGTCATTCAAGAACCAGGTTTGAGTG 
GCCGCTTCTTTGTCACCACTCTCCCAGCATTTTTTCATGCAAAGGATG^ 
TATCGTGGCCCAGGAATCTTCGAAGACCTGCAGAATTATATCTTAGAGAAGAAATGGCAATC 
AGTCGAGCCTCTGACTGGCTGGAAATCCCCAGCTTCTCTAACGATGTCTGGAATGGCTGGTC 
TTTTTAGCATCTCTGGCT^GATATGGCATCTTCACAACTATTTCACA^ 
CCTGCTTGGTGTTCTTATGTGTTTTTCGTCATAGCCACCTTGGTTTTTGGCCTTTTTATGGG 
TCTGGTCTTGGTGGTAATATCAGAATGTTTCTATGTGCCACTTCCAAGGCATTTATCTGAGC 
GTTCTGAGCAGAATCGGAGATCAGAGGAGGCTCATAGAGCTGAACAGTTGCAGGATGCGGAG 
- GAGGAAAAAGATGATTCAAATGAAGAAGAAAAGAAAGAGAGCGTTGTAGATGATGAAGAAGA - 
GAAAGAAGATCTTGGCGATGAGGATGAAGCAGAGGAAGAAGAGGAGGAGGACAACTTGGCTG 
CTGGTGTGGATGAGGAGAGAAGTGAGGCCAATGATCAGGGGCCCCGAGGAGAGGACGGTGTG 
ACCCGGGAGGAAGTAGAGCCTGAGGAGGCTGAAGAAGGCATCTCTGAGCAACCCTGCCCAGC 
TGACACAGAGGTGGTGGAAGACTCCTTGAGGGAGCGTAAAAGTCAGCATGCTGACAAGC^ 
TGT^ATTTAATGATGCGTTTTCAAGAATACACACCAAAACAATATGTCAGCTTCCCTTTGG 
CCTGCAGTTTGTACCAAATCCTTAATTTTTCCTGAATGAGCAAGCTTCTCTTAAAAGATGCT 
CTCTAGTCATTTGGTCTCATGGCAGTAAGCCTCATGTATACTAAGGAGAGTCTTCCAGGTGT 
GACAATCAGGATATAGAAAAACAAACGTAGTGTTGGGATCTGTTTGGAGACTGGGATGGGAA 
CT^GTTCATTTACTTAGGGGTCAGAGAGTCTCGACCAGAGGAGGCCyVTTCCaRLGTC^^ 
AGCACCTTCCAGAGACAAGGCTGCAGGCCCTGTGAAATGAAAGCCAAGCAGGAGCCTTGGCT 
CCTGAGCATCCCCAAAGTGTAACGTAGAAGCCTTGCATCCTTTTCTTGTGTAAAGTATTTAT 
TTTTGTCAAATTGCAGGAAACATCAGGCACCACAGTGCATGAAAAATCTTTCACAGCTAGAA 
ATTGAAAGGGCCTTGGGTATAGAGAGCAGCTCAGAAGTCATCCCAGCCCTCTGAATCTCCTG 
TGCTATGTTTTATTTCTTACCTTTAATTTTTCCAGCATTTCCACCATGGGCATTCAGGCTCT 
CCACACTCTTCACTATTATCTCTTGGTCAGAGGACTCCAATAACAGCCAGGTTTACA 
TGTGTTTGTTCATTCTGACCTAAGGGGTTTAGATAATCAGTAACCATAACCCCTGAAGCTGT 
GACTGCCAAACATCTCAAATGAAATGTTGTGGCCATCAGAGACTCAAAAGGAAGTAAGGATT 
TTACAAGACAGATTAAAAAAAAATTGTTTTGTCCAAAATATAGTTGTTGTTGATTTTTTTTT 
AAGTTTTCTAAGCAATATTTTTCAAGCCAGAAGTCCTCTAAGTCTTGCCTVGT^ 
CTTGTGAAGAAAAGTTGAATACTGTTTTGTTTTCATCTCAAGGGGTTCCCTGGGTCTTGAAC 
TACTTTAATAATAACTAAAAAACCACTTCTGATTTTCCTTCAGTGATGTGCTTTTGGTGAAA 
GAATTAATGAACTCCAGTACCTGAAAGTGAAAGATTTGATTTTGTTTCCATCTTCTGTAATC 
TTCCAAAGAATTATATCTTTGTAAATCTCTCAATACTCAATCTACTGTAAGTACCCAGGGAG 
GCTAATTTCTTT 
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</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA56433 
<subiinit 1 of 1, 349 aa/ 1 stop 
<MW: 38952, pi: 4.34, NX(S/T): 1 

MAGGRCGPQLTALLAAWIAAVAATAGPEEAALPPEQSRVQPMTASNWTLVMEGEWM 

WCPSCQQTDSEWEAFAKNGEILQISVGKVDVIQEPGLSGRFFVTTLPAFFHAKDGIFRRYRG 

PGI FEDLQNYI LEKKWQS VEPLTGWKS PASLTMSGMAGLFS I SGKI WHLHNYFTVTLGI PAW 

CSYVFFVIATLVFGLFMGLVLWISECFYVPLPRHLSERSEQNRRSEEAHRAEQLQDAEEEK 

DDSNEEENKDSLVDDEEEKEDLGDEDEAEEEEEEDNLAAGVDEERSEANDQGPPGEDGVTRE 

EVEPEEAEEGISEQPCPADTEWEDSLRQRKSQHADKGL 

Important features: 
Signal peptide: 
amino acids 1-22 



Transmembrane domain: 

amino acids 191-211 

N-glycosylation site, 
amino acids 46-49 

Thioredoxin family proteins. 

isomerase) 

amino acids 56-72 



(homologous region to disulfide 



Flavodoxin proteins 
amino acids 173-187 
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ATCTGGTTGAACTACTTAAGCTTAATTTGTTAAACTCCGGTAAGTACCTAGCCCACATGATT 

TGACTCAGAGATTCTCTTTTGTCOVCAGACAGTCATCTCAGGGGCAGAAAGAAAAC^ 

CAAATGCTATATCTATTCAGGGGCTCTCAAGAACAATGGAATATCT^TC 

TTGGATGAAGATGGATATACTCAATTACACTTCGACTCTCAAAGCAATACCAGGATAGCTC 

TGTTTCAGAGAAAGGATCGTGTGCTGCATCTCCTCCTTGGCGCCTCATTGCTGTAATTTTGG 

GAATCCTATGCTTGGTAATACTGGTGATAGCTGTGGTCCTGGGTACCATGGGGGTTCTTTCC 

AGCCCTTGTCCTCCTAATTGGATTATATATGAGAAGAGCTGTTATCTATTCAGCATGTCACT 

AAATTCCTGGGATGGAAGTAAAAGACAATGCTGGCAACTGGGCTCTAATCTCCTAAAGATAG 

ACAGCTCAAATGAATTGGGATTTATAGTAAAACAAGTGTCTTCCGAACCTGATAATTCATTT 

TGGATAGGCCTTTCTCGGCCCCAGACTGAGGTACCATGGCTCTGGGAGGATGGATCAACATT 

CTCTTCTAACTTATTTCAGATCAGAACCACAGCTACCCJU^GAAAACCCATCTCC^^ 

TATGGATTCACGTGTCAGTCATTTATGACCAACTGTGTAGTGTGCCCTCATATAGTATTTGT 

GAGAAGAAGTTTTCAATGTAAGAGGAAGGGTGGAGAAGGAGAGAGAAATATGTGAGGTAGTA 

AGGAGGACAGAAAACAGAACAGAAAAGAGTAACAGCTGAGGTCAAGATAAATGCAGAAAATG 

TTTAGAGAGCTTGGCCAAGTGTAATGTTAAGCAAGAAATTGAAGGGAGAGGCTGTGATTTCT 

GTATTTGTCGACCTACAGGTAGGCTAGTATTATTTTTCTAGTTAGTAGATCCCTAGACATGG 

AATCAGGGCAGCCAAGCTTGAGTTTTTATTTTTTATTTATTTATTTTTTTGAGATAGGGTCT 

CACTTTGTTACCCAGGCTGGAGTGCAGTGGCACAATCTCGACTCACTGCAGCTATCTCTCGC 

CTCAGCCCCTCAAGTAGCTGGGACTACAGGTGCATGCCACCATGCCAGGCTAATTTTTGGTG 

TTTTTTGTAGAGACTGGGTTTTGCCATGTTGACCAAGCTGGTCTCTAACTCCTGGGCTTAAG 

TGATCTGCCCGCCTTGGCCTCCCAAAGTGCTGGGATTACAGATGTGAGCCACCACACCTGGC 

CCCAAGCTTGAATTTTCATTCTGCCATTGACTTGGCATTTACCTTGGGTAAGCCATAAGCGA 

ATCTTAATTTCTGGCTCTATCAGAGTTGTTTCATGCTCAACAATGCCATTGAAGTGCACGGT 

GTGTTGCCACGATTTGACCCTCAACTTCTAGCAGTATATCAGTTATGAAGTGAGGGTGAAAT 

ATATTTCTGAATAGCTAAATGAAGAAATGGGAAAAAATCTTCACCACAGTCAGAGCAATTTT 

ATTATTTTCATCAGTATGATCATAATTATGATTATCATCTTAGTAAAAAGCTAGGAACTCCTA 

CtTTTTCTTTATCAATTAAATAGCTCAGAGAGTACATCTGCCATATCTCTAATAGAATCTTT 

TTTTTTTTTTTTTTTTTTTGAGACAGAGTTTCGCTCTTGTTGCCCAGGCTGGAGTGCAACGG 

CACGATCTCGGCTCACCGCAACCTCCGCCCCCTGGGTTCAAGCAATTCTCCTGCCTCAGCCT 

CCCAAGTAGCTGGGATTACAGTCAGGCACCACCACACCCGGCTAATTTTGTATTTTTTTAGT 

AGAGACAGGGTTTCTCCATGTCGGTCAGGGTAGTCCCGAACTCCTGACCTCAAGTGATCTGC 

CTGCCTCGGCCTCCCAAGTGCTGGGATTACAGGCGTGAGCCACTGCACCCAGCCTAGAATCT 

TGTATAATATGTAATTGTAGGGAAACTGCTCTCATAGGAAAGTTTTCTGCTTTTTAAATACA 

AAAATACATAAAAATACATAAAATCTGATGATGAATATAAAAAAGTAACCAACCTCATTGGA 

ACAAGTATTAACATTTTGGAATATGTTTTATTAGTTTTGTGATGTACTGTTTTACAATTTTT 

ACCATTTTTTTCAGTAATTACTGTAAAATGGTATTATTGGAATGAAACTATATTTCCTCATG 

TGCTGATTTGTCTTATTTTTTTCATACTTTCCCACTGGTGCTATTTTTATTTCCAATGGATA 

TTTCTGTATTACTAGGGAGGCATTTACAGTCCTCTAATGTTGATTAATATGTGAAAAGAAAT 

TGTACCAATTTTACTAAATTATGCAGTTTAAAATGGATGATTTTATGTTATGTGGATTTCAT 

TTCAATAAAAAAAAACTCTTATCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAT^AAAAA^ 
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</usr/seqdb2/sst/DNA/Dnaseqs ,111111/38. DNA53912 
<subunit 1 of 1, 201 aa, 1 stop 
<MW: 22563, pi: 4.87, NX{S/T): 1 - 

MEYHPDLENLDEDGYTQLHFDSQSNTRIAWSEKGSCTUVSPPWRLIAVILGILCLVILVIAV 
VLGTMGVLSSPCPPNWIIYEKSCYLFSMSLNSWDGSKRQCWQLGSNLLKIDSSNELGFIVKQ 
VSSQPDNSFWIGLSRPQTEVPWLWEDGSTFSSNLFQIRTTATQENPSPNCVWIHVSVIYDQL 
CSVPSYSICEKKFSM 

Important features: 

Type II tr^smembrane domain: _ * 

amino acids 45-65 

cAMP- and cGMP- dependent protein kinase phosphorylation site. 

amino acids 197-200 

N-myristoylation sites, 
amino acids 35-40 and 151-156 

Homologous region to LDL receptor 

amino acids 34-67 and 70-200. 
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GGAAGGGGAGGAGCAGGCCACACAGGCACAGGCCGGTGAGGGACCTGCCC^ 

CACAGGCTGGAGTGCAGTGGTGTGATCTTGGCrCATCGTAACCTCCACCTCCCGGG 

TCAGCCTCCCGAGTAGCTGGGATTACAGGTGGTGACnrCC^ 

TCGCTGCTGCAGACGACACTGTTCCTGCTGAGTCTGCTCTTCCTGGTCCAAGGTGCCCACGGCA 

GAAGACTTTCGCTTCTGCAGCGAGCGGAACCAGACACACAGGAGCaVGCCT^ 

CGCATCTCCATaSAGAACTCCGSAGAGGCCCrCAC^ 

TCCTTCCCTQACCCCAGGGGCCTCTACCACITCn^ 

TATGGCaAGCGTGACTTCTTCCTOAGTGAa^GCCT 

GCTCAGGGCCCCXrCXKTCTTAGCCACTTCTGTCA 

GCCAGCITCACCn^CrC(nTCCAa\GTCCTCCC^ 

AAAAGGGACCTCCAGCTGCTCAGCCAGTTCCTGAAGCATCCCCAGAAGGCCTC^ 
GCCAGCCAGGAGTTGCAGAGCCTGGAGTCGAAACrGACCTCTGTGAGAT^ 
GAGGACCGGATO^CGCCACGGTGTGGAAGCTCCAGCCCACTVGCCGGCCT 
CAGGAGGAGGAGGAGAGCGAGATCATGGAGTACTCGGTGCTGCTGCCrCGAACA 
CGGAGCGGGGAGGCTGAGAAGAGACTCCTCCTGGTGGACTTCAGCAGCCAAGCCCTC 
AGCCAAGTCCTGGGTGAGAAGGTCTTGGGGATTGTGGTACaLGAACACa^ 
. GTGCTCACTTTCCAGCACaiGCTAaVGCaSAAGAATC 
- TTGAGCAGeeCGGGGCATTGGAGCS^TGCT^ 
AACCACTTGACCTACTTTGCAGTGCTGATGGTCTCCrra^ 
CTCCTCTCCTACGTGGGCTGTGTCGTCTCTGCCCTGGCCTGCCnTGTCACCAT^ 

gtgcccx:tgccgtgcaggaggaaacctcgggactacaccatcaaggtgc^ 

CTGCTGGACACGAGCTTCCTGCrCAGCGAGCCGGTGGCCCTGACAGGCTCTGAG^ 

atcttcctgcacttctccctgctcacctgcctttcctggatgggcctcgaggggtacaacctct 

gtggaggtctttggcacctatgtccctggctacctactcaagctgagcgcctvtg^ 

ctggtgacgctggtggccctggtggatgtggacaactatggccccatavtcttggctc 

ggcgtcatctacccttccatgtgctggatccgggactccctggtcagctacatcaccaacct 

ctggtgtttctgttcaacatggccatgctaggcaccatggtggtgc^^ 

aagtggtcacatgtgk^ksacacn^ 

TTTGCTTCTOGCACerTCa^GCTTGTC^^ 

TTCATCTGGTACTGGTCCATGCXSGCTGCAGGCCCG^ 

AGGCTCCCCATCAGCTCGGGCAGCaiCCTCGTCCAGCCGCAT CTAGG CCrCC^ 

CAGAGATGCGGCCTCGTCGCACACTGCCTGTGGCCCCCGAGCCAGGCCCAGCCCC^ 

TTGGAAAGCCCAACGACCATGGAGAGATGGGCCGTTGCCATGGTGGACGGACTCCCGGGCT 

GCCTTGGGGACTACTCGGCTCrCACTCAGCTCCCACGGGACTCAGAAGTGCGCCGC 

TCCCCACTVTCTGTCCCAACCCAGCTGGAGGGCTGGTCrCTCCTTAC^ 

GGCCAGGCCTTGGATCTTGAGGGTCTGGCACATCCTTAATCCTGTGCCCCT^ 

GTTGCTCTGTCrCTCGTGGTCACCCTGAGGGCACTCTGCATCCTCTGTCATTTO . 
CGAATGGGGCCCAGGGCAGACCTTCAGGGCCAGAGCCCTGGCGGAGGA^ 
AGCTCGCCTACCTCTGAGGCCAGGCCCCCTCCCTCCCTCAGCCCCCC^ 
, TCCTCCrCTCCCaLGGGCCTCCrTGCTCCTTOT 
GTGGTTTCCAGGAGCTGCCTGGTGTCTGCTGTAAATGT^ 

GGCTCGGTACCGATGCGTGGGCTGGGCTAGGTCCCTCTGTCCATCTGGGCCTTTGTATGAGCT 
CTCACCCTGACCAAGCACACGCCtCAGAGGGGCCCTC^ 

CCATGCCAGTCCCGTCTGGTTTCCATCCCACCACTCCAAGGACTGAGACTGACCTCCTCT 

GAGCCTGACACTCTCCTAAGAGGTTCTCTCCAAGCCCCCAAATAGCTCCAGGCGC 

TAATTCTGTCCAACAAACACACTVCGGGTAGATTGCTGGCCTGTTGTAGGTGGTAGGC^ 

GTCACTCCrCCTGCa\ACATTCAGTCTGGTATGTGAGGCGTGCGTGAAGC^ 

GGGAGCCATCATTCCTOCCTGGGAATCCTGGAAGACrrC 

GGGAAGGATGTTCTTTTTACJGTACCAATTCn?^^ 

ATTTGGAAACTGTAGAAGAGAATCAAGAAGAAAAATAAAAATCAGCTGTTGT^ 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA50921 
<subimit 1 of 1, 693 aa, 1 stop 
<MW: 77738, pi: 8.87, NX{S/T): 7 

MTPQSLLQTTLFLLSLLFLVQGAHGRGHREDFRFCSQRNQTHRSSLHYKPTPDLRISIENSE 

EALTVHAPFPAAHPASRSFPDPRGLYHFCLYWNRHAGRLHLLYGKRDFLLSDKASSLLCFQH 

QEESLAQGPPLLATSVTSWWSPQNISLPSAASFTFSFHSPPHTAAHNASVDMCELKRDLQLL 

SQFLKHPQKASRRPSAAPASQQLQSLESKLTSVRFMGDMVSFEEDRINATVWKLQPTAGLQD 

LHIHSRQEEEQSEIMEYSVLLPRTLFQRTKGRSGEAEKRLLLVDFSSQALFQDKNSSQVLGE 

KVLGIWQNTKVANLTEPVVLTFQHQLQPKirVTLQCVFWVEDPTLSSPGHWSS^^ 

TQTSCFCNHLTYFAVI^ 

RRKPRDYTIKVHMNLLLAVFLLDTSFLLSEPVALTGSEAGCRASAIFLHFSLLTCLSWMGLE 
GYNLYRLWEVFGTYVPGYLLKLSAMGWGFPIFLVTLVALVDVDNYGPIILAVHRTPEGVIY 
PSMCWIRDSLVSYITNLGLFSLVFLFNMAMLATMVVQILRLRPHTQKWSHVLTLLGLSLVLG 
LPWALIFFSFASGTFQLWLYLFSIITSFQGFLIFIWYWSMRLQARGGPSPLKSNSDSARLP 
ISSGSTSSSRI 

Iinportant features : 

Signal peptide: 

amino acids 1-25 

Putative tremsmembrane domains: 

amino acids 382-398, 402-420, 445-468, 473-491, 519-537, 568-590 
and 634-657 

Microbodies C- terminal targeting signal. 

amino acids 691-693 

cAMP- and cGMP- dependent protein kinase phosphorylation sites. 

amino acids 198-201 and 370-373 
N-glycosylation sites. 

amino acids 39-42, 148-151, 171-174, 234-237, 303-306, 324-327 
and 341-344 

G-protein coupled receptors family 2 proteins 
amino acids 475-504 



# 

FIGURE 205 

TGCCTGGCCTGCCTTGTCAACAATGCCGCTTACTCTGCTTCCAGGTTGCCCTGCCTTGCT^GA 
GGAAANCNTCGGGACTACACCNTCAAGTGCACATGAACCTGCTGCTGGCCGTCTTCCTGCTG 
GACACGAGCTTCCTGCTCAGCGNAGCCGGTGGCCCTGACAGGCTCTGAAGGCTGGCTGCCGA 
GCCAGTGCCATCTTCCTGCACTTCTCCTGCTCACCTGCCTTTCCTGGATGGGCCTCGAGGGG 
TACAACCTCTACCGACTCGTGGTGGAGGTCTTTGGCACCTATGTCCCTGGCTACCTACTCAA 
GCTGAGCGCCATGGGCTGGGGCTTCCCCATCTTTCTGGTGACGCTGGTGGCCCTGGTGGATG 
TGGACAACTATGGCCCCATGATCTTGGCTGTGCATAGGACTCCAGAGGGCGTCATCTACCCT 
TCCATGTGCTGGATCCGGGACTCCCTGGTCAGCTACATCACCAACCTGGGCCTCTTCAGCCT 
GGTGTTTCTGTTCAACATGG 



FIGURE 206 

CG^CGOGTGGGCGGAaKTGTGGGCGGAO^ 
TCCTTTTCTW^CTGGAGACACAGAAGAGGGCTCTAGGAAAi^ 
GCGATTCTCTGCTGCCAGAGCAGGCTCGGCGCTTCCACCCCAGTGCT^GCCT^ 
TCGGGAGTOSCTGCTTCCAAAGTGCCCGCCGTGAGTGAGCTCTCACCCCAGTCAGCC^^ 
TTCTCCTGCTGACATCTGCCCTGGCCGGCCAGAGACAGGGGACrCAGGCGGAA 
AGTTTTCCAGCAACAAGGAACAGAACGGAGTACAAGATCCTGAGCA 
GAAGTATTCACAGCCCAAGGTTTCCTCATACTTATCaU^GAAATACGGTCTT^ 
AGGAAAATGTATGGATACAACITACGTTTGATGAAAGATra 
ATGATITTGTAGAAGTTGAGGAACCCAGTGATGGAACTATATTAGGGCGCTG^^ 
GAAAACAGATTTCTAAAGGAAATCAAATTAGGATAAGATTTGTATCTGAT^ 
TCTGCATCCACTAO^CATTGTCATGCCACAATTC^ 
TGCCACTGGACCTGCTTAATAATGCTATAACTGCCTTTAGTACCn'G 
AGAGATGGCAGTTGGACTTAGAAGATOTATATAGGCCAACTTGGCAACTTCT^ 
GAAAATCCAGAGTGGTGGATCTGAACCTTCTAACaVGAGGAGGTAAGATTATAOlGCTGC^ 
CAGTGTCCATAAGGGAAGAACTAAAGAGAACCGATACCATTTTCTGGCCAGGT^^ 
GTGGGAACTGTGCCTGTTGTCTCCACAATTGCAATGAATGTCAATGTGTCC 
ACGAGGTCCITCAGTTGAGACCAAAGACCGGTGTaiGGGGATO 
. ACCATGAGGAGTOTGACTGTGTGTGCAGAGGGA 
GAGCTGTGOlGTGa^GTGGCTGATTCnT^TTAGAGAACGTATGTO 
TO^GGACCOTTCATCTTCAGGATTTACAGTGCATTCTGA^ 
ACaiGCTCTTTTGAGAGGAGGCCTAAAGGACAGGAGAAAAGGTCTTCA^ 
TAAATAGATCACCAGCTAGTTTCAGAGTTACCATGTACGTATTCCACTAGCTGGG 

GATACGGCTTAGGGTAATGTCAGTACAGGAAAAAAACTGTGCAAGTGAGCACCTGATTCCGTTGCCTTGCT 

TCTAAAGCTCCATGTCCTGGGCCTAAAATCGTATAAAATCTGGATTTTTTTTTT^ 

ATGTAAACCAGAACATTCTATGTACTACAAACCT3GTTTTTAAAAAGGAACT 

GTCATGCTGATAGGACAGACTGGATTTTTCATATTTCTTATTAAAATTTCTGCC^ 

TTCATGGTTTGGAAGAGATAAACCTGAAAAGAAGAGTGGCCTTATCT^ 

ATTTTTACCAAAGGTATTTAATATTCTTTTTTATGAC^ 

AAACAO^TTGTTATAGCCAGAGGAAa^GATGATATAAAATAT^ 

TTCTTOTATGGTGCTAGAGTTAGATTAATCrGC^ 

GACTTTTTGAAAATAATTAAATTATaVTATCTTCCATTCCTGTTATO 

AAGTAGAOITTCAGATCCSVGCCATTACTAACCTATTCCIT^^ 

AAAGCACCITCAAAAAGACnTGGCAGCTTCCT 

TTGTGATGTTGTGGTTTTATTATCTTAAACTCTGTTCCATACACnTGTATA^ 
GAAGTATGTCTOTAACGAGTTCACTTATTGTACTCTGGO^T^ 
AAAATGCTTAATATNGTGCCTAGGTTATGTGGTGACTATTTGAATCAAAAATC^ 
ATGTGGCTATTTTGGGGAGAAAATTAAAAAAAAAAAAAAAAAAAAAGGTTTAGGGATAACAGGGTi^^ 



FIGURE 207 

MSLFGLLLLTSALAGQRQGTQAESNLSSKFQFSSNKEQNGVQDPQHERIITVSTNGSIHSPR 
FPHTYPRNTVLVWRLVAVEENVWIQLTFDERFGLEDPEDDICKYDFVEVEEPSDGTILGRWC 
GSGTVPGKQISKGNQIRIRFVSDEYFPSEPGFCIHYNIVMPQFTEAVSPSVLPPSALPLDLL 
NNAITAFSTLEDLIRYLEPERWQLDLEDLYRPTWQLLGKAFVFGRKSRWDLNLLTEEVRLY 
SCTPRNFSVSIREELKRTDTIFWPGCLLVKRCGGNCACCLHNCNECQCVPSKVTKKYHEVLQ 
LRPKTGVR6LHKSLTDVALEHHEECDCVCRGSTGG 



Signal sequence: 
amino acids 1-14 



FIGURE 208 



CCaiTCTO^GCTGATCITGGCACCTCTC^ 

AGACTAAAAASGGTGTTTCa^TGTGKSACACTGAAGAG^ 

AAACTCCTTGGGGCTAGATGGTTTCCTAAAACTCTGCCCTGT^^ 

ATCGTGGACTGGACAGAO^GCATTTGACAGAAATTCCTGGAGGTATTC 

ACCATTAACCACATACCAGACATCTCCCCAGCGTCCTTTCAC^ 

TGCAACTGTGTACCTATTCCACTGGGGTO^AAAAAa^ 

TTTAGTGGACTCACITATTTAAAATCCCTTTACCTGGATGGAAACCAGCTA^ 

CCTAGCTTACAGCTTCrCAGCCTTGAGGCCAACAACATCTTTTay^TC^^ 

AACATAGAAATACTCTACCTGGGCCAAAACTGTTATTATCGAAATCCTTGTTATC 

GATGCCTTCCTAAACITGACAAAGTTAAAAG 

TTGCCATCTACTTTAACAGAACTATATCTCTAC^ 

CTOVACCAATTACAAATTCTTGACCTAAGTGGAAATTGCCCTCGTTGT^ 

TGTAAAAATAATTCTCCCCTACAGATCCCTGTAAATGCTTTTGATGCGCTGAC^ 

CACAGTAACTCTCTTCAGC^lTGTGCCCCCAAGATGGTTTAAGAACATCAAC^^ 

CAAAACTTCTTGGCCAAAGAAATTGGGGATGCTAAATTTCTGCATTTTCTCCCCAGCCTC^ 

TCTTTCAATTTTGAACnrCAGGTCTATCGTGCATCTATGAATCTATCAC^ 

AAAATTCTGCGGATCAGAGGATATGTCTTTAAAGAGTTGAAAAGCOTTAACCTCTCGCC^^ 

AATCTTGAAGTTCTTGATCTTGGCAGTAACTTTATAAAAAT^^ 

CTGAAAGTCATAGATCTTTCy^GTGAATAAAATATCACCITCAGGAGATTC^ 

GCCAGAACTTCTGTAGAAAGTTATGAACCCCAGGTCCTGQAAaATTAC^ 

AGGAGTTGCAGATTCAAAAACAAAGMGCTTC^ 

TTGGATCTAAGTAAAAATAGTATATTTTTTGTCAAGTCCrCT^ 

AATCTCTG?^GGAAATCrCS^TTAGCCAAACTCTTAAl^ 

GACTTCTCCAACAACCGGCTTGATTTACTCCATTCAACAGCATTTGAAGAGCTTCAC^^ 

ATAAGCAGTAATAGCCATTATTTTCAATCAGAAGGAATTACTCATATGCTAAA 

CTGCAGAAACTGATQATGAACGACAATGACATCTCTTCCTCCACCAGCA 

ACTCTGGAATTCAGAGGAAATCACTTAGATGTTTTATGGAGAGAAGGTGAT 

AATCTGCTAAAATTAGAGGAATTAGACATCTCTAA?^TTCCCTAAGT^ 

ATGCCTCO^TCTAAAGAATCTCrCTTTGGCCAAAAATGGGCT 

CTAAAGAACCTGGAAACTTTGGACCTCAGCCACAACCAACraACa^C^ 

AGAAGCCTCAAGAATCTGATTCTTAAGAATAATCAAATCAGGAGTCTGAC^^ 

a^TTGaSATATCTGGATCTCAGCTO^ 

AAOUlTCrca^GATGTTGCnTTTGCAT 

GTTAACCATACXSGAGGTGACTATTCCITACCTGGCCACAG^^ 

O^GTGTGATCTCCCTGGATCTGTACACCnKSTGAGTTAGATCTG^ 

TCTGTATCTCTCTTTCTCATGGTGATGATGACAGCAAGTCACCT 

TTCTGTAAGGCCAAGATAAAGGGGTATCAGCGTCTAATATCACCAGACTGTTGCTATGATG^ 

GACACTAAAGACCCAGCTGTGACCGAGTGGGTTTTGGCTGAGCTGGTGGCCAAACTGGAAG^^ 

CATTTTAATTTATGTGTCGAGGAAAGGGACTGGTTACCAGGGCAGCCAGTTCTGGAAAACCT^^ 

CAGCTTAGCT^AAAAGACAGTGTTTGTGATGACAGACAAGTATGC^^ 

TTGTCCCATpVGAGGCTCATGGATGAAAAAGTTGATGTGATTATCn^ 

TCCAAGTTCCTCCAGCTCCGGAAAAGGCTCTGTGGGAGTTCTOTCCTTGAGTTO^ 

CCATACTTCIX3GCAGTCTCTAAAGAACXXX: 

ACXSGTCTAGCCCTTCTTTGCAAAACAaUVCTGCCT 




FIGURE 209 

MVFPNnWTLKRQILILFNIILISKLLGARWFPKTLPCDW 
IPTNTTNLTLTINHIPDISPASFHRLDHLVEIDFRCNCVPIPLGSKin^ 
. GLTYLKSLYLDGNQLLEIPQGLPPSLQLLSLEANNIFSIRKENLTELANIEILYLGQNCYYR 
NPCYVSYSIEKDAFLNLTKLKVLSLKDNNVTAVPTVLPSTLTELYLY]^ 
NQLQILDLSGNCPRCYNAPFPCAPCKNNSPLQI PVNAFDALTELKVLRLHSNSLQHVPPRWF 
KNINKLQELDLSQNFLAKEIGDAKFLHFLPSLIQLDLSFNFELQWRASMNLSQAFSSLK^ 
KI LRI RGYVFKELKS FNLS PLHNLQNLE VLDLGTNFI KI ANLSMFKQFKRLKVIDLS VNKI S 
PSGDSSEVGFCSNARTSVESYEPQVLEQLHYFRYDKYARSCRFKNKEASFMSVNESCYKYGQ 
TLDLSKNSIFFVKSSDFQHLSFLKCLNLSGNLISQTLNGSEFQPLAELRYLDFSN^ 
STAFEELHKLEVLDI^SSNS^^^ 

LRTLEFRGNHLDVLWREGDNRYLQLFKNLLKLEELDISKNSLSFLPSGVFDGMPPNLKNL^ 

AKNGLKSFSWKKLQCLKNLETLDLSHNQLTTVPERLSNCSRSLK^^ 

DAFQLRYIJDLSSNKIQMIQKTSFPENVLNNLKMLLLHHNRFLCTCDAW 

YLATDVTCVGPGAHKGQSVISLDLYTCE^)LTNLILFSLSISVSLFLM^^ 

YIYHFCKAKIKGYQRLISPDCCYDAFIVYDTKDPAVTEWVI^ 

toWLPGQPVLENLSQSIQLSKKTVFVMTbKYAKTENFKIAFYLSTO 
KPFQKSKFLQLRKRLCGSSVLEWPTNPQAHPYFWQCLKNAIATO 

Signal sequence; 
amino acids 1-26 

Transmembrcme domain: 

amino acids 840-860 



FIGURE 210 



GGGTACCATTCTGCGCTGCTGCAAGTTACGGAATGAAAAATTAGAAa^ 

AGTCGTCAATGCTGACCTGCATTTTCCTGCTAATATCTGGTTCCT 

GAAGCTATCCTTGTGATGAGAAAAAGCAAAATGACrCAGTTATTGCAGAGTGC^^ 

TTCCCCMAOSGTGGGCAAATATGTGACAGAACTAGACCTGTCTGATAATTT^^ 

CATTTa^GGGCTGCAAAATCTCy^CTAAAATAAATCTAAACCACAAC^^ 

CCGGTATACAATCAAATGGCTTGAATATCACAGA^^ 

TTGAAGACaVACCAGTTACCCCAAATACCCTC^ 

ATATATACAACATAACTAAAGAGGGCATTTCS^AGACOT 

ATTTTAACAAAGTTTGOGAGAAAACTAACATAGAAGATGGA^^ 

CACTATCTTTCAATTCrCTTTCACACGTGCCACCCTy^ 

CCCAGATO^TACATTAGTGAAGAAGATTTCAAGGGATTGATAAATTTAACT^TTA^ 

GTCCGAGGTGCTTCAATGCCCCyVTTTCCATGCGTGCCTTGTGATGGTGGTGCTTCAATT^ 

CTTTTCT^AAACTTGACCCAACTTCGATACCTAAACCTCTCTAGCACT^ 

TTAAAAATATGCCTCATCTGAAGGTGCTGGATCrrGAATTCAACTATTTAGTGGGAGAAATAGTCT 

TTTTAAOSATGCTGCCCCGCrrAGAAATACTTGACTTGTCOT 

TTAATATTTCCAGAAACnTCrCTAAACTTTTGTCTCTA^ 

TCAGAGAAGATGATTTCCAGCCCCTGATGOlGCTTCa^OT 

AGCAAATCGATTTCMACTTTTCCAAAATTTCT 

OSTTGGTAAAAGATACCCX^GCAGAGTTATGCAAATAGTTCCTCTTO 

CAGATTTTGAGTTTGACCCACATTCGAACTTTTATCATTTCACCCGTCC^ 

ATGGAAAAGCCTTAGATTTAAGCCTCAACAGTATTTTCTTCATTGGGCC:^^ 

TTGCCTGTTTAAATCTGTCTGCAAATAGCAATGCTCAAGTGTTAAGTGGAACTG^ 

TCAAATATTTGGATTTGACAAACAATAGACTAGACTTTGATAATGCTAGTGCT 

AAGTTCTAGATCTCAGCTATAATTCACACTATTTCAGAATAGCAGGCGTAACACATCATCTAGA^ 

ATTTCACAA^TCTAAAAGTTTTAAACTTGAGCCACAACAACATTTATACTTTAA^ 

GCAAGTCCCTGGTAGAATTAGTTTTCAGTGGCAATCGCCTTGACATTTTGTGGAATG^ 

TCTCCAlTTTCAAAGGTCTCAAGAATCTGACyiCGTCT 

AAGC».TTCCnTAATTTGCaiGa3AGTCTC^ 

CATTA CTCCAG CAGTTTCCTCGTCTCGAGTTCC^ 

TATCRaACTTTACATCTTCCCTTCXSG^ 

TTTCTGAAGTCa^GTAGTCIXSAAGCACCTCGATTTAAGTTCC:^ 

AAACTAAGACCACCACCAAATTATCTATGTTGGAACrACACGGAAAC^ 

ATTTCCGAAGATGGATGGATGAACATCTGAATGTCAAAATTCCCAGACTGGTAGATGTC^ 

GGGATCAAAGAGGGAAGAGTATTGTGAGTCTGGAGCTAACAACTTGTGTTTCAC^ 

TTTTCTTCACGTTCTTTATCACCACCATGGTTATGTTGGCrGCCC^^ 

GGTTTATATATAATGTGTGTTTAGCTAAGGTAAAAGGCTACAGGTCTCTTTCCACATCCC^^ 

CTTACATTTCHTATGACACCAAAGATGCCTCTGTTACTGACTGGGTGATAAATGAGCTGCGCT 

AGAGCCGAGACAZ^AAACGTTCTCCTTTGTCTAGAGGAGAGGGATTGGGACCCGGGATTGGC^ 

TCATGCAGAGC3^TCAACCAAAGCAAGAAAAaW3TATT^ 

AAACAGCTTTTTACTTGGCTTTGCAGAGGCTAATGGAT^ 

CAGTGTTACAGCATTCTCAGTATTTGAGGCTAaSGCAGC^ 

ACCCGAAGGCAGAAGGCTTGTTTTGGCAAACTCTGAGAAATGTGGTCTTGACTGAAAAT^ 
ATATGTATGTCGATTCCATTAAQCAATA CTAA CTGACGTTAAGTCATGATTTCGCGCCATAATAAA^ 
GAATGACATTTCTGTATTAGTTATCTATTGCTATGTAACAAATTATCCC^^ 
TTTGCTGGCCCACAGTTTTTGAGGGTCAGGAGTCCAGGCCCAGCATAACTGGGTCCTCTGCTC^ 
AGGCTGCAATGTAGGTGTTCACCAGAGACATAGGCATCACTGGGGTCACACTC^ 
ATTCCTCCTGGGCTATTGGCCAAAGGCTATACTCATGTAAGCCATGCGAGCCTCT 
ATCAGAGCTAGCAAAAAAGAGAGGTTGCTAGa^GATGAAGTCAa^ 
lATCTGATCACTTTGGCCATATTCTATTTGTTAGAAGTi^ 
TCAGTCCAGGGAAAACAGCTGAAGACCAAGATGGTGAGCTCTGATTGC^ 
TGACTGCTGTCCTGGGATGGCCTGCTATCTTGATGATA 
ATCTTAGCAGTTGACCrAACAaiTCTTCTTTTCAATA 

TTAAGCTGTTGTTTATATTTATCATATATCTATGGCTACATGGTTATATTATGCTGTGGTTGCGTTCGGT^^ 

TTACAGTTGCTTTTACAAATAITTGCTGTAACATTTGACTTCTA^ 

ATAGCTTTTAAAGCATCTTTTACITCITACCAT^ 

TTGTTAATTGCCATTGCTGTAAATCITAAAATGAATGAATAAAAATGTTTCA 



FIGURE 211 



MENMFLQSSMLTCIFLLISGSCELCAEENFSRSYPCDEKKQNDSVIAECSNRRLQEVPQTVG 
KYVTELDLSDNFITHITNESFQGLQNLTKINLNHNPNVQHQNGNPGIQSNGLNITDGAFLNL 
KNLRELLLEDNQLPQIPSGLPESLTELSLIQNNIYNITKEGISRLINLKNLYLAWNCYFNKV 
CEKTNIEDGVFETLTNLELLSLSFNSLSHVPPKLPSSLRKLFLSNTQIKYISEEDFKGLINL 
TLLDLSCaiCPRCFNAPFPCVPCDGGASINIDRFAFQNLTQLRYLNLSSTSLRKINAAWFKNM 
PHLKVLDLEFNYLVGEIVSGAFLTMLPRLEILDLSFNYIKGSYPQHINISRNFSKLLSLRAL 
HLRGYVFQELREDDFQPLMQLPNLSTINLGINFIKQIDFKLFQNFSNLEIIYLSENRISPLV 
KDTRQSYANSSSFQRHIRKRRSTDFEFDPHSNFYHFTRPLIKPQCAAYGKALDLSLNSIFFI 
GPNQFENLPDIACLNLSANSNAQVLSGTEFSAIPHVKYLDLTNNRLDFDNASALTELSDLEV 
LDLSYNSITSfFRIAGy^ 

DILWNDDDNRYISIFKGLKNLTRLDLSLNRLKHIPNEAFLNLPASLTELHINDNMLKPFN^ 

LLQQFPRLELLDLRGNKLLFLTDSLSDFTSSLRTLLLSHNRISHLPSGFLSEVSSLKHLDLS 

SNLLKTINKSALETKTTTKLSMLELHGNPFEerCT)IGDFRRWMDEHLNVKIPRLV^ 

GDQRGKSIVSLELTTCVSDVTAVILFFPTFPITTMVMIAAIJUfflLFYTraW 

GYRSLSTSQTFYDAYISYDTKDASVTDWINELRYHLEESRDKNVLLCLEERDWDPGLAIID 

NLMQSINQSKKTVFVLTKKYAKSWNFKTAFYIJ^QRLMDENMDVIIPILLEPVLQHSQYLRL 

RQRICKSSILQWPDNPKAEGLFWQTLRNVVLTENDSRYNNMYVDSIKQY 

Signal sequence: 

amino acids 1-26 

Transmonbrane. domain: 
amino acids 826-848 



FIGURE 212 



CCAGGTCCAACTGCACCTCGGTTCTATCGATTGAATTCCCCGGGGATCCTCTAGAGATCCCT 

CGACCTCGACCCACGCGTCCGCCAAGCTGGCCCTGCACGGCTGCAAGGGAGGCTCCTGTGGA 

CAGGCCAGGCAGGTGGGCCTCAGGAGGTGCCTCCAGGCGGCCAGTGGGCCTGAGGCCCCAGC 

AAGGGCTAGGGTCCATCTCCAGTCCCAGGACACAGCAGCGGCCACCATGGCCACGCCTGGGC 

TCCAGCAGCATCAGCAGCCCCCAGGACCGGGGAGGCACAGGTGGCCCCCACCA 

GCAGCTCCTGCCCCTGTCCGGGGGATGACTGATTCTCCTCCGCCAGGCCACCCAGAGGAGAA 

GGCCACCCCGCCTGGAGGCACAGGCCATGAGGGGCTCTCAGGAGGTGCTGCTGATGTGGCTT 

CTGGTGTTGGCAGTGGGCGGCACAGAGCACGCCTACCGGCCCGGCCGTAGGGTGTGTGCTGT 

CCGGGCTCy^CGGGGACCCTGTCTCCGAGTCGTTCGTGCAGCGTGTGTACCAGGCCTTCCTCA 

CCACCTGCGACGGGCACCGGGCCTGO^CACCTACCGAACCATC^ 

CGCAGCCCTGGGCTGGCCCCTGCCAGGCCTCGCTACGCGTGCTGCCCCGGCTGGAAGAGGAC 

CAGCGGGCTTCCTGGGGCCTGTGGAiGCAGCAATATGCCAGCCGCCATGCCGGAACGGAGGQA 

GCTGTGTCCAGCCTGGCCGCTGCCGCTGCCCTGCAGGATGGCGGGGTGACACTTGCCAGTGA 

GATGTGGATGAATGCAGTGCTAGGAGGGGCGGCTGTCCCCAGCGCTGCATCAACACCGCCC^ 

CAGTTACTGGTGCCAGTGTTGGGAGGGGCACAGCCTGTCTGCAGACGGTACACTCTGTGTGC 

Ca?^GGGAGGGCCCCCCAGGGTGGCCCCCAACCCGACAGGAGTGGACAGTGCA^ 

GAAGTGCAGAGGCTGCAGTCCAGGGTGGACCTGCTGGAGGAGAAGCTGCAGCTGGTGCTGGC 

CCCACTGCACAGCCTGGCCTCGCAGGCACTGGAGCATGGGCTCCCGGACCCCGGCAGCCTCC 

TGGTGCACTCCTTCCAGCaVGCTCGGCCGCATCGACTCCCTGAGCGAGCAGATTTCCTTCCTG 

GAGGAGC^GCTGGGGTCCTGCTCCTGCAAGAAAGACTC GTGAC TGCCCAGCGCCCCAGGCTG 

GACTGAGCCCCTCACGCCGCCCTGCAGCCCCCATGCCCCTGCCCAACATGCTGGGGGTCCAG 

AAGCCACCTCGGGGTGACTGAGCGGAAGGCCAG6CAGGGCCTTCCTCCTCTTCCTCCTCCCC 

TTCCTCGGGAGGCTCCCCAGACCCTGGCATGGGATGGGCTGGGATCTTCTCTGTGAATCCAC 

CCCTGGCTACCCCCACCCTGGCTACCCCAACGGCATCCCAAGGCCAGGTGGGCCCTCAGCTG 

AGGGAAGGTACGAGCTCCCTGCTGGAGCCTGGGACCCATGGCACAGGCCAGGCAGCCCGGAG 

GCTGGGTGGGGCCTCAGTGGGGGCTGCTGCCTGACCCCCAGCACAATAAAAATGAAACGTGA 

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCGCGACTCTAGAGT 

CGACCTGCAGAAGCTTGGCCGCCATGGCCCy^CTTGTTTATO 



FIGURE 213 



MRGSQEVLLMWLLVLAVGGTEHAYRPGRRVCAVI^GDPVS 

STYRTIYRTAYRRSPGLAPARPRYACCPGWKRTSGLPGACGAAICQPPCRNGGSCVQPGRCR 
CPAGWRGDTCQSDVDECSARRGGCPQRCINTAGSYWCQCWEGHSLSADGTLCVPKGGPPRVA 
PNPTGVDSAMKEEVQRLQSRVDLLEEKLQLVLAPLHSLASQALEHGLPDPGSLLVHSFQQLG 
RIDSLSEQISFLEEQLGSCSCKKDS 



Signal sequence: 
1-19 



FIGURE 214 



GCCAGGCAGGTGGGCCTCAGGAGGTGCCTCCAGGCGGCCAGTGGGCCT^ 

GGCTAGGGTCCATCTCCAGTCCCAGGACACAGC^GCGGCCACCATGGCCACGC^ 

AGCAGCATCAGAGCAGCCCCTGTGGTTGGCAGCAAAGTTCAGCTTGGCTGGGCCCGCTGTGA 

GGGGCTTCGCGCTACGCCCTGCGGTGTCCCGAGGGCTGAGGTCTCCTCATCTTCTCCCTAGC 

AGTGGATGAGCAACCCAACGGGGGCCCGGGGAGGGGAACTGGCCCCGAGGGAGAGGAACCCC 

AAAGCGAGATCTGTAGCCAGGATGAGCAGTGTGAATCCT^GGCAGCCCCCA^ 

CACAGGTGGCCCCCACCACCCGGAGGAGCAGCTCCTGCCCCTGTCCGGGGGATGACTGATTC 

TCCTCCGCCAGGCCACCCAGAGGAGAAGGCCACCCCGCCTGGAGGCACAGGCC ATGA GGGGC 

TCTCAGGAGGT6CTGCTGATGTGGCTTCTGGTGTTGGCAGTGGGCGGCACAGAGCACGCCTA 

CCGGCCCGGCCGTAGGGTGTGTGCTGTCCGGGCTCACGGGGACCCTGTCT 

TGCAGCGTGTGTACCAGCCCTTCCTCACCACCTGCGACGGGCACCGGGCCTGCAGCACCTAC 

CGAACCATCTATAGGACCGCCTACCGCCGCAGCCCTGGGCTGGCCCCTGCCAGGCCTCGCTA 

CGCGTGCTGCCCCGGCTGGAAGAGGACCAGCGGGCTTCCTGGGGCCTGTGGAGCAGCJ^TAT 

GCCAGCCGCCATGCCGGAACGGAGGGAGCTGTGTCCAGCCTGGCCGCTGCCGCTGCCCTGCA 

GGATGGCGGGGTGACACTTGCCAGTCAGATGTGGATGAATGCAGTGCTAGGAGGGGCGGCTC 

TCCCCAGCGCTGCATCAACACCGCCGGCAGTTACTGGTGCa^GTGTTGGGAGG^ 

TGTCTGCAGACGGTACACTCTGTGTGCCCAAGGGAGGGCCCCCCAGGGTGGCCCCCA^ 

ACAGGAGTGGACAGTGCAATGAAGGAAGAAGTGCAGAGGCTGCAGTCCA^^ 

GGAGGAGAAGCTGCT^GCTGGTGCTGGCCCCACTGCACAGCCTGGCCTCGCAGGCA 

ATGGGCTCCCGGACCCCGGCAGCCTCCTGGTGCACTCCTTCCAGCAGCTCGGCCGCATCGAC 

TCCCTCAGCGAGCAGATTTCCTTCCTGGAGGAGGAGCTGGGGTCCTGCTCCTGO^GAA^ 

CTCGTGACTGCCCAGCGCTCCAGGCTGGACTGAGCCCCTCACGCCGCCCTGCAGCCCCCATG 

CCCCTGCCCAAO^TGCTGGGGGTCCAGAAGCCACCTCGGGGTGACTGAGCGGAAGGCCAGG 

AGGGCCTTCCTCCTCTTCCTCCTCCCCTTCCTCGGGAGGCTCCCCAGACCCTGGCATGGGAT 

GGGCTGGGATCTTCTCTGTGAATCCACCCCTGGCTACCCCOICCCTGGCTACCCCAACGGCA 

TCCCAAGGCCAGGTGGACCCTCAGCTGAGGGAAGGTACGAGCTCCCTGCTGGAGCCTGGGAC 

CCATGGCACy^GGCCy^GGCAGCCCGGAGGCTGGGTGGGGCCTCAGTGGGGGCTGCT^ 

CCCCAGCACAATAAAAATGAAACGTG 



FIGURE 215 



MRGSQEVLLMWLLVLAVGGTEHAYRPGRRVCAVRAHGDPVSESFVQRVYQPFLTTCDGHRAC 

STYRTIYRTAYRRSPGIJIPARPRYACCPGWKRTSGLPGACGAAICQPPCRNGGSCVQPGRCR 

CPAGWRGDTCQSDVDECSARRGGCPQRCINTAGSYWCQCWEGHSLSADGTLCVPKGGPPRVA 

PNPTGVDSAMKEEVQRLQSRVDLLEEKLQLVLAPLHSLASQALEHGLPDPGSLLVHS 

RIDSLSEQISFLEEQLGSCSCKKDS 



Signal sequence: 
1-19 



FIGURE 216 



CCCACGCGTCCGAAGCTGGCCCTGCACGGCTGCAAGGGAGGCTCCTGTGGACAGGCCAGGCA 
GGTGGGCCTCAGGAGGTGCCTCCAGGCGGCCAGTGGGCCTGAGGCCCCAGCAAGGGCTAGGG 
TCCATCTCCAGTCCCAGGACACAGCAGCGGCCACCATGGCCACGCCTGGGCTCCAGCAGCAT 
CAGCAGCCCCCAGGACCGGGGAGGCACAGGTGGCCCCCACCACCCGGAGGAGCAGCTCCTGC 
CCCTGTCCGGGGGATGACTGATTCTCCTCCGCCAGGCCACCCAGAGGAGAAGGCCACCCCGC 
CTGGAGGCACAGGCCATGAGGGGCTCTCAGGAGGTGCTGCTGA 

AGTGGGCGGCACAGAGCACGCCTACCGGCCCGGCCGTAGGGTGTGTGCTGTCCGGGCTCACG 
GGGACCCTGTCTCCGAGTCGTTCGTGCAGCGTGTGTACCAGCCCTTCCTCACCACCTGCGAC 
GGGCACCGGGCCTGCAGCACCTACCGAACCATCTATAGGACCGCCTACCGCCGCAGCCCTGG 
GCTGGCCCCTGCCAGGCCTCGCTACG 

CTGGGGCCTGTGGAGCAGCAATATGCCAGCCGCCATGCCGGAACGGAGGGAGCTGTGTCCAG 

CCTGGCCGCTGCCGCTGCCCTGCAGGATGGCGGGGTGACACTTGCCAGTCAGATGTGGATGA 

ATGCAGTGCTAGGAGGGGCGGCTGTCCCCAGCGCTGCGTCAACACCGCCGGCAGTTACTGGT 

GCCAGTGTTGGGAGGGGCACAGCCTGTCTGCAGACGGTACACTCTGTGTGCCCAAGGGAGGG 

CCCCCCAGGGTGGCCCCCAACCCGACAGGAGTGGACAGTGCAATGAAGGAAGAAGTGC^ 

GCTGCAiGTCCAGGGTGGACCTGCTGGAGGAGAAGCTGCAGCTGGTGCTGGCCCCACTGCACA 

GCCTGGCCTCGCAGGCACTGGAGCATGGGCTCCCGGACCCCGGCAGCCTCCTGGTGCACTCC 

TTCCAGCAGCTCGGCCGCATCGACTCCCTGAGCGAGCAGATTTCCTTCCTGGAGGAGCAGCT 

GGGGTCCTGCTCCTGCAAGAAAGACTCGTGACTGCCCAGCGCCCCAGGCTGGACTGAGCCCC 

TCACGCCGCCCTGCAGCCCCCATGCCCCTGCCCAACATGCTGGGGGTCCAGAAGCCACC 

GGGTGACTGAGCGGAAGGCCAGGCAGGGCCTTCCTCCTCTtCCTCCTCCCCTTCCTCGGGAG 

GCTCCCCAGACCCTGGCATGGGATGGGCTGGGATCTTCTCTGTGAATCCACCCCTGGCTACC 

CCCACCCTGGCTACCCCT^CGGCATCCCAAGGCCy^GGTGGGCCCTCAGCTGA^^ 

GAGCTCCCTGCTGGAGCCTGGGACCCATGGCACAGGCCAGGCAGCCCGGAGGCTGGGTGGGG 

CCTCAGTGGGGGCTGCTGCCTGACCCCCAGCACAATAAAAATGAAACGTG 



FIGURE 217 



MRGSQEVLLMWLLVLAVGGTEHAYRPGRRVCT^VRAHGDPVSESFVQRVYQPFLTTC^ 

STYRTIYRTAYRRSPGLAPARPRYACCPGWKRTSGLPGACGAAICQPPCRNGGSCVQPGRCR 

CPAGWRGDTCQSDVDECSARRGGCPQRCVNTAGSYWCQCWEGHSLSADGTLCVPKGGPPRVA 

PNPTGVDSAMKEEVQRLQSRVDLLEEKLQLVLAPLHSLASQALEHGLPDPGSLLVHSFQQLG 

RIDSLSEQISFLEEQLGSCSCKKDS 



Signal seqpience: 
1-19 



FIGURE 218 



GGTTGCCACAGCTGGTTTAGGGCCCaSACCACTGGGGCCCCTTGTC^ 
GACAAGTCGCTGCCACCTTTGGCTGCCGACGTGATTCCCTGGGACGGTCCGT^ 
AGTTGGGTCTCCGTGTTTCAGGCCGGCTCCCCCTTCCrGGTCrCCCT^ 
AGATTGTCTTCCAGGGCTAGCAATTGGACnTTTGATGATGTTTGA 
TTCAAAGCTGGGCrCAGCCTCTGTTTCTTCTCTCGTGTAATCGCA^ 
TGTCIX3TGATGGTGGTGAGAAAGAAGGTGACAa3GAAATG<^ 
ATGGCCXKXSTCaVTGATGGCCOGGCAAAAGGGCATTTTC^^ 
TCTTCTTCGCCTTTGAGTGCCGCTACCTGGCroTTaVGCT 
TCCTTTTCTCCATGGCTACACTGTTGAGGACCAGCTTCAGTGACCCTC^ 
AAGGAGCTTTCATAGAAATGGAGATAGAAGCTACCAATGGTGCGGTGCCCCAGGGCCAGCG^ 
• TCTIAGAATTTCCAGATAAACAACCAGATTGTGAAACTGAAATACTGTTACA^ 
GGGCCTCCCATTGCAGCATCTGTGACAACTGTGTGGAGCGCTTCGACCATCACTGCCCCTG^ 
TTGGAAAGAGGAACTACCGCTACTTCTACCTCTTCATCCTTTCTCTCTCCCTCCTCACAATCTATGTCrTCGCCT 
TCT^CATCGTCTATGTGGCCCTCAAATCTTTGAAAATTGGCTTC^ 
TTCTAGAAGTCCTCATTTGCTTCTTTACACTCTGGTCCGTCGTGGGAC^^ 
CTCTCAACCAGACy^Ca^TGAAGACATCSVAAGGATCA 
ATGGCAATATTGTGAAGAACTGCTGTGAAGTGCra 
TTTTGCCACTGGAGGAAAGTGGftAGTCXSACCrCCCAGTACTCAAGAGAC 
aiGCCCCCACAGAACACCTGAACrcy^TGAGATGCaSGAGC^ 

AGCCCCCAGAGCCACCACAGGAGGCAGCTGAAGCTGAGAAGTAGCCTATCTATGGAA^ 

TAATTAGGGCTATGAGAGATTTCAGGTGAGAAGTTAAACCTGAGACA^ 

GTTl^rrCriU'GGTCTTTAGTCACCCaVGTTGCACACTGGCA 

CAAGGCAGTGGCAGAAGATGTCAGTCACCTCTGATAACTGGAAAAATGGGTCTCTTGGGCCCTC^^ 

CCATGGCCTCAGCCACAGGGTCCCCTTGGACCCCCTCrCTTCCCTCCAGATCCCAGCCCTCCTC 

TGGTCTCATTCTGGGGCTAAAAGTTTTTGAGACTGGCTO^TCCTCCCAAGCT^ 

GGCAGTCa^CMXSAGACCrCTGGCCAGGGGATCCTAACTGGGTTCT 

TGGGGTOVGAAGATTCTCCTGGCCACCa^TGCCAGaVT^^ 

TCCACTTGTTGTANNNNNNNNNNNNl^^ 

OWSGAATGGCAGTAATAAAAGTCTGCACTTTGGTCATT^ 

ACTATCCCCTOlGACTCCCroTGTGAGGCCTGCAGAGGCCC^^ 

GCTCTCCTCTCCTCTCCTCTCCCCCGATGTACCCTCAAAAAAAT^AAAAATGCr^ 

CGGCTGAGTGAGGGAAAGCCCAGCACTGCTGCCCTCTCGGGTAACTCACCCTAAGGCCTCGGCCCACCT^ 

ATGGTAACCACACTGGGGGCTTCCrCCAAGCCCCGCTCTTCCAGCACTTCC^ 

CACCCTGGGGGTGGGCTGTGGCCCCCAGTCAGCTCrGCTCAGGACCTGCTCT 

ATTATATGTGGCTATATTTCCTAGAGCACCTGTGTTTTCCrCT^ 

GCGGTGGGGGAGTGTAAACCGGAACnrXTCATCTATTTGAAGGCGATTAAACTGT^ 



FIGURE 219 

MSVMVVRKKVTRKWEKLPGROTFCCDGRVMM 

QLSPAIPVFAAMLFLFSMATLLRTSFSDPGVIPRALPDEAAFIEMEIEATNGAVPQGQRPPP 

RIKNFQimQIVKLKYCYTCKIFRPPRASHCSICDNCVERFDHHCPWGNC^ 

FILSLSLLTIWFAFNIVYVALKSLKIGFLETLKETPGTVLEVLICFFTLWSWGLTGFHTF 

LVALNQTTNEDIKGSWTGKNRVQNPYSHGNIVKNCCEVLCGPLPPSVLDR^ 

PPSTQETSSSLLPQSPAPTEHLNSNEMPEDSSTPEEMPPPEPPEPPQEAAEAEK 

Putative transmembrane domains: 

amino acids 36-55 (type II TM) , 65-84, 188-208, 229-245 



FIGURE 220 



AAAACCCTGTATTTTTTACAATGCAAATAGACAATNANCCTGGAGGTCTTTGAATTAGGTAT 

TATAGGGATGGTGGGGTTGATTTTTNTTCCTGGAGGCTTTTGGCTTTGGACTCTCNCTTTCT 

CCCACAGAGCNCTTCGACCATCACTGCCCCTGGGTGGGGAATTGTGTTGGAAAGAGGAACTA 

CCGCTANTTCTACCTCTTCATCCTTiOTCTCTCCarCCTCACAATCTATGTCTT^^ 

ACATCGT 



\ 



FIGURE 221 



GTTGTGTCCTTCAGCAAAACAGTGGATTTAAATCTCCTTGCACAAGCTTGAGAGCAACACAA 
TCTATCAGGAAAGAAAGAAAGAAAAAAACCGAACCTGACAAAAAAGAAGAAAAAGAAGAAGA 
AAAAAAATCMGAAAACCATCCAGCCAAAAATGCACAATTCTATC^ 

GGGGCTGGCTGCTCTGTGTCTCTTCCAAGGAGTGCCCGTGCGCAGCGGAGATGCCACCTTCC 
CCAAAGCTATGGACAACGTGACGGTCCGGCAGGGGGAGAGCGCCACCCTCAGGTGCACTATT 
GACAACCGGGTCACCCGGGTGGCCTGGCTAAACCGCAGCACCATCCTCTATGCTGGGAATG 
CAAGTGGTGCCTGGATCCTCGCGTGGTCCTTCTGAGCAACACCCAAACGCAGTACAGCATCG 
AGATCCAGAACGTGGATGTGTATGACGAGGGCCCTTACACCTGCTCGGTGCAGACAGACAAC 
CACCCAAAGACCTCTAGGGTCCACCTCATTGTGCAAGTATCTCCCAAAATTGTAGAGATTTC 
_ TTCAGATATCTCCATTJ^TGi^^ 

CAGAGCCTACGGTTACTTGGAGACACATCTCTCCCAAAGCGGTTGGCTTTGTGAGTGAAGAC 

GAATACTTGGAAATTCAGGGCATCACCCGGGAGCAGTCAGGGGACTACGAGTGCAGTGCCTC 

CAATGACGTGGCCGCGCCCGTGGTACGGAGAGTAAAGGTCACCGTGAACTATCCACCATACA 

TTTCAGAAGCCAAGGGTACAGGTGTCCCCGTGGGACAAAAGGGGACACTGCAGTGTG^^ 

TCT^GCAGTCCCCTCAGCAGAATTCCAGTGGTACAAGGATGACAAAAG 

GAAAGGGGTGAAAGTGGAAAACAGACCTTTCCTCTCAAAACTCATCTTCTTCAATGTCTCTG 

AACATGACTATGGGAACTACACTTGCGTGGCCTCCTIACAAGCTGGGC^ 

ATCATGCTATTTGGTCCAGGCGCCGTCAGCGAGGTGAGCAACG^ 

CTGCGTCTGGCTGCTGCCTCTTCTGGTCTTGCACCTGCTTCTCAAATTTTGATGTGAGTGCC 

ACTTCCCCACCCGGGAAAGGCTGCCGCCACCACCACCACCAA^ 

CGACAGCAACCAATCAGATATATACAAATGAAATTAGAAGAAACACAGCCTCATGGG 

AATTTGAGGGAGGGGAACAAAGAATACTTTGGGGGGAAAAGAGTTTTAAAAAAGAAATTGAA 

AATTGCCTTGCAGATATTTAGGTACAATGGAGTTTTCTTTTCCCAAACGGGAA 

ACACCCGGCTTGGACCCACTGCAAGCTGGATCGTGCAACCTCTTTGGT^^ 

GGGCTCAGCCTCTCTGCCCT^CAGAGTGCCCCCACGTGGAACATTCT 

AATTO^TCAGTCCATAGAGACGAACAGAATGAGACCTTCCGGCCC^GCGTGGCGCTGCGG 

GCACTTTGGTAGACTGTGCCACCACGGCGTGTGTTGTGAAACGTGAAATAAAAAGA^ 
AAAAA 



FIGURE 222 



MKTIQPKMHNS ISWAI FTGLAALCLFQGVPVRSGDATFPKAMDNVTVRQGESATLRCTIDNR 

VTRVAWLNRSTILYAGNDKWCLDPRVVLLSNTQTQYSIEIQNVDVYDEGPYTCSVQTO 

TSRVHLIVQVSPKIVEISSDISINEGNNISLTCIATGRPEPTVTWRHISPKAVGFVSEDEYL 

EIQGITREQSGDYECSASNDVAAPVVRRVKVTVNYPPYI 

PSAEFQV^KDDKRLIEGKKGVK\^NRPFLSKLIFFNVSEHDYGNYTCVASN 

FGPGAVSEVSNGTSRRAGCVWLLPLLVLHLLLKF 



Signal peptide: 
amino acids 1-28 



FIGURE 223 



GAAAAAAAATCATGAAAACCATCCAGCCAAAAATGCACAATTCTATCTCTTGGGCA^ 

ACGGGGCTGGCTGCTCTGTGTCTCTTCCAAGGAGTGCCCGTGCGCAGCGGAGATGCCACCTT 

CCCCAAAGCTATGGACAACGTGACGGTCCGGCAGGGGGAGAGCGCCACCCTCAGGTGC^^ 

TTGACAACCGGGTCACCCGGGTGGCCTGGCTAAACCGCAGCACCATCCTCTATGCTGGGAAT- 

GACAAGTGGTGCCTGGATCCTCGCGTGGTCCTTCTGAGCAACACCCAAACGCAGTACAGCAT 

CGAGATCCAGAACGTGGATGTGTATGACGAGGGCCCTTACACCTGCTCGGTGCAGACAGACA 

ACCACCCATkAGACCTCTAGGGTCCACCTCATTGTGCAAGTATCTCCC^^ 

TCTTCAGATATCTCCATTAATGAAGGGAACAATATTAGCCTCACCTGCATAGG^ 
ACCAGAG 



FIGURE 224 



ATGGCTGGTGACGGCGGGGCCGGGCAGGGGACCGGGGCCGCGGCCa^^ 

ATCACCGCCTGGCCCGJlCTCCACCATGAACGTCGaSCTGCAGGAGCT 

AAGGGGACAAGACAGCTGTTAGGCTGAOSCACGCAGCTGGAGCTGGTC 

GCACTGCTTCTGGGCTGCCTTGTGGCCCTAGGGGTCCAGTACCACAGAGACCCATCC^ 

GAGGCCTGCATTCGAGTGGCTGGAAAAATCCTGGAGTCCCTGGACCGAGGGGTGAGCCCCrGTGAGGA 

CAGTTCTCCTGTGGGGGCTGGATTCGGAGGAACCCCCTGCCCGATGGGCGTTCTCGCTGGAACACC^ 

CTCTGGGACaW^CCAGGCCATACTGAAGa^CCTGCTTGAAAACACa^ 

CSlGAAGACACa^GCGCTTCTACCTATCnrroCCTA^^ 

GACCTa^TTGAGAAGATTGGTGGTTGGAACATTAaKXKK!CC^^ 

GCAGTAGCAGGGACCTACAGGGCCACCCCATTCTTa^CCGTCTACATCAGTG^ 

AATGTTATCCAGGTGGACCAGTCTGGGCTCTTTCTGCCCTCTCGGGATTACTACTTAAACAGAACT 

AAAGTGCTCACTGCCTATCTGGATTACATGGAGGAACTGGGGATGCTGCTGGGTGGGCGGCCCACCTC 

GAGCAGATGCAGCAGGTGCTGGAGTTGGAGATACAGCTGGCCAACATCACAGT^ 

GAGGAGAAGATCTACCACAAGATGAGCATTTCGGAGCTGCAGGCTCT 

CTGTCTTTCTTGCTGTCACG?VTTGGAGTTGAGTGACTCTGAGCCTGTGGTGGTGTATGGGATa 
CAGGTGTaVGAGCTCATCAACCGCACGGAACCAAGCATCCrGAAC^ 
ACAACCTCAAGCCTGGACCGACGCTTTGAGTCTGCACAAGAGAAGCTGCTGGAGAC^ 
__TCCTGTGTGCCGAGGTGGCAGACCTGCATCTCCAAGAGGGATGACGGCCOT 
GTGAAGGCCACGTTTGACaSGCAAAGCAAAGAAATTGCAG^ 
GAGGCCCTGGGACAGCTGGTTTGGATGGATGAGAAGACCax:CAGGC^ 
GATATGATTGGTTTCCCAGACrTTATCCTGGAGCCCAAAG^ 
GAAGATTCITTCTTCCAAAACATGTTGAATTTGTACAACTTCTCTGCCAATC 
CCTCCCAGCCGAGACCAGTGGAGCATGACCCCCCAGACAGTGAATGCCTACTACCTTCC^ 
GTCTTCCCCGCTGGCATCCTGCAGGCCCCCTTCTATGCCCGCAACCACCCCAAGGCCCTGAACTTCGGTGGC^ 
GGTGTGGTCATGGGCCATGAGTTGACGCATGCCTTTGATGACCT^GGGCGCGAGTATGAC^^ 
CGGCCCTGGTGGCAGAATGAGTCCCTGGCAGCCTTCCGGAACCACACGGCCTGCATGGAG^ 
TACCAGGTCAATGGGGAGAGGCTCAACGGCCGCCAGACGCTGGGGGAGAAa^TTACT 
GCTGCCTACT^TGCTTACAAAGCATGGCTGAGAAAGCATGGGG^ 
AACCACCAGCTCTTCTTCGTGGGATTTGCCCAGGTGTGGTGCT 
CTGGTGACaSACCCCCACAGCCCTOCCCGCTTCCGCGTC^ 
CACTOCX3GCTGCCCTX3TCGGCTCCCCCATGAACC«GG^ 
GAAATGGCCAGCTGTCACCAGACCTGGGGCAGCTCTCCTGACAAAGC^ 
ATGCAAGCTGGGCTGGGTCTAGTCCCTCCCCCCCACAGGTGACATGAGTACAGACCCT 
TGCCTCTGCTTTGGGGGTGCCCCTGCCTCCAGCAGAGCCCCCACCATTCACTC 
GCCTOGAAGAGGTCTGGGTGGGGAGGCCAGTTCCaiTAGGAAGGAGTC^^ 



FIGURE 225 



r^ALQELGAGSNVGFQKGTRQLLGSRTQLELVLAGASLLLAALLLGCLVALGVQYHRDP^ 

STCLTEACIRVAGKILESLDRGVSPCEDFYQFSCGGWIRRNPLPDGRSRWNTFNSLWDQNQA 

ILKHLLENTTFNSSSEAEQKTQRFYLSCLQVERIEELGAQPLRDLIEKIGGWNITGPWDQDN 

FMEVLKAVAGTYRATPFFTVYISADSKSSNSNVIQVDQSGLFLPSRDYYLNRTANEK^ 

LDYMEELGMLLGGRPTSTREQMQQVLELEIQLANIWPQDQRRDEEKIYHKMSISELQAIA 

SMDWLEFLSFLLSPLELSDSEPVVVyG^^DYLQQVSELINRTEPSIIiNNYLIWl^ 

DRRFESAQEKLLETLYGTKKSCVPRWQTCISNTDDALGFALGSLFVKATFDRQSKEIAEGMI 

SEIRTAFEEALGQLVWMDEKTRQAAKEKADAIYDMIGFPDFILEPKEIJDDVYDGYEISEDSF 

FQNMLNLYNFSAronVIADQLRKPPSRDQWSMTPQTVNAYYLPTKNEIW 

PKAIiNFGGIGVVMGHELTOAFDDQGRETOKE 

NGERLNGRQTLGENITDNGGLKAAYNAYKAWLRKHGEEQQLPAVGLTNHQLFFVGFAQWCS 
VRTPESSHEGLVTDPHSPARFRVLGTLSNSRDFLRHFGCPVGSPMNPGQLCEVW 



Type II Transmembrane domain: 

amino acids 32-57 



FIGURE 226 

GCCCX3GCCCTCCGCCCTCCGCACTCCa;CCTCCCrCCCTCCGCCOT 

CAGCTGTCCCXSTTCGCGTaVTGCaSAGCCTCCCGGCCCCGC 

0GGCTCCCGGCCGGCCCGCG<XX3CCGGCCCAGAGCCCCCCGTGCTGCCCATC 

CGTTCGGGGAGCGGCAGGTAGGTGGGCGCCCGGGGGAGGCGCGGGCGGGGAGTCGGGCTCGGGGCGAGTCAC^ 

CAGCCa;GAGGGGGCGCGGGGCGCAGGTGGCTCGGCGCGGCGGGCGGCCCGGA^ 

GCGGTGCCTGGGACCCGGGACCCGCGGGCAGCCCCCGGGGCGGCACACGGCGCGA^ 

GAAGCCCGTCCCCGCAGGCTGCACCTTCGGCGGGAAGGTCTATGCCTTGGACGAGA^ 

GGAGCCATTCGGGGTGATGCGCTGCGTGCTGTGCGCCTGCGAGGCGCAGTGGGGTTO^ 

Ca^GGGTCAGCTGCAAGAACATCAAACaiGAGTGCCCAACCCCG^ 

cnXSCnXSCCAGACCTGCCCCCAGGACITCGT^ 

AGTCTCGCTGCTGO^TCTAGCCTCaSCTTCTCrATCT 

CrCAGACTCCAATGGCAGTGTCCroTTTGAGCACC 

GCGGGCAGTGCCTCGGTTGTCTCTGCGGCTCCTTAGGGCAGAAaVGCT 

CCCTTCAGGGGAGGTCTGGGGGCCrCTCATCCGGCACCGGGCCOTGTCCCCAG^ 

TCTAGAAGGCCCCCACCAGCAGGGCGTAGGGGGCATCACCCTGCTCACT 

TTTTTTGCTGCTCTTCCGAGGCCTTGCAGGACTAACCCAGGTTCCCrTGAGGCT 

GCTACrGCGAGAA(^C7^GGCCAATGTCrCAGCCCAGGAACCAGG^ 

CCAGGAGATGGACTGGCTGGT 

"CAGTGGACACATT(k!TGCCAGG;^ 

AGTCCAAACGGGTGCTGCCGGCTCAGCGAGCCTCACTCTGCTAGGAAATGGCWCCC^^ 
GGTAGGGACAACCAGTGAGGTGGTGGCCATGACTlCrGGTlMVC 
GTGCaiCaVTGGCTGGCCTATCCrCCCCrGCCCCX:AGGC 
TCATATGCTGCTGCAGAATGAGCrCTTCCT^^ 

ACGTGGCTGCCCTGCCCTACTGTGGGGCATAGCGCCCGCCCTGCCCGTGCCCCT^ 

CCCTGTGAAGAGCO^GCAGCAGGGCACGCCTGGCTTTCCTTGGA^^^ 

GCTGGCTGGGCTTGGTGGCTCAGAACAAGGCyVCTGTCACTGCCCACCrCCTTGGGCCT^ 

TCGGCGGCTGCTGAAGGGATTCTATGGCTCAGAGGCCGAGGGTGTGGTGAAGGACCT 

GCT^CCTGGCAAAAGGCATGGCTTCCCTGATGATCa^CCACC^ 

CTCCTCCCAGGTGCACATAGCCAACCAATGTGAGGTTGGCGGACTGCGCCrGGA^ 

GCGGGCGCTGGGGGCTCCGGATACAGCCTCTGCnXZGCCGCCTGTGGTG^^ 

CT^AACCTGGTGGTCCTGGGCGGCCCCGAGACCCCAACACATGCTTCTTCG^ 

TCGCTGGGCGCCCAACTACGACCCXKnOTGCTCACTCTGCACCT 

GGTGTGCCCACCGCCCAGCTGCCa^CACCCJGGTGa^ 

TTTTGATGGTGACOMAGCroGa^^ 

GTGTGCTGTCTGCACCTGCAAGCAGGGGGGCACTGGAGAGGTGCA 
CTGTGCCGAGCCTGTGCGTGTCAACCCCACCGACrGCrGCAA^ 

GGACCCCATGCAGGCTGATGGGCCCCGGGGCTGCCGTTTTGCTGGGCAGTGGTrCCCAGAGAGTCA^^ 

CCCCTCAGTGCCCCCGTTTGGAGAGATGAGCTGTATCACCrGCAGATGTGGGGT^ 

GTGAGGTGGGTACTGGGAGCCTGGTCTGGAGTAGGGAGACCTTCCCAGGGAGGTCCCTGAA 

CTGTGTCCCy^GTGCCTCTGGGGGACACrCAGTGTCTGCTCTGTCTTGTACCAGGC^ 

GGGATGACTGTTCACTGCCACTGTCCTGTGGCTCGGGGAAGGAGAGTCGATGCTGTTCCCG 

GGCGGCGTAAGTGAGGQAGTCCyiGGGTCAGCAGCTGTGAGTGGAGGGCTCACCTCCCTGTGG^ 

GGAAGGGAGCACTCACTGTGTGCAGGAACAGTGCaVGCCTGCerC^ 

ACCTGGTGGAATTGTTATTTATGACCTTTTCTTTACAAATGAGATTTC^^ 

ATGAAGGTCACCCAGCTGTGTGCACIXSACCTGTTTAGAAAAT^ 

TGCCCTGCCCTCTATGCCTCTCTGTGCCTCTCCACTCCCTCT 

AGCAGCCCCAGAGACCAGAACTGATCCAGAGCnXSGAGAAAGAAGCCG^ 

AAGTGACCAAGAGGATGGGGCCTGAGCTGGGGAAGGGGTGGOVTCGAGGACCTTC^ 

CCCAGTGCCTTTGCTCCTCTGTCCTGCCTCTACTCCCACCCCCACTACCTCTGGGAACCAC^^ 

GAGAGGCAGCTGGGCCAGACCGAGGTCACAGCCACTCCAAGTCCT 

GCCCCACCCCTTTCTTCCTGTACATAATGTCACTGGOTTGTTGGGATTT^^ 

GGCCCCGGACACTCCACTCCTGCTGCCCCTGAGCTGAGCAGAGTCATTATTGGAGAGTTTTGTAT^ 
ATTTCTTTTTOVGTCTTTGGGCATGAGGTTGGCTCTTTGTGGCCAGGAACCTG^^ 
GCNGAGAGTAGGAGGTGAGAGAGAGGAGCTCI^CACTTGGGGAGCT 
CGTGGCNim*GGCrGGCATNCCTGGGTTCa3CAGAGGGGC^^ 
AATTTAGGGAAGTAGAAGCAGGATTTTGACTCAAGT^ 
TTTGAAGTTGCTCCS^GAGAGAGAATCAAAGGTGTCACCAGCCCCT 
TTCCCTCCCCTCCCCTCCCCTCCCCTCCCCTCC 



FIGURE 227 



GGCCGAGCGGGGGTGCTGCGCGGCGGCCGTGATGGCTGGTGACGGCGGGGCCGGGCAGGGGA 

CCGGGGCCGCGGCCCGGGAGCGGGCCAGCTGCCGGGAGCCCTGAATCACCGCCTGGCCCGAC 

TCCACCATGAACGTCGCGCTGCAGGAGCTGGGAGCTGGCAGCAACGTGGGATTCCAGAAGGG 

GACAAGACAGCTGTTAGGCTCACGCACGCAGCTGGAGCTGGTCTTAGCAGGTGCCTCTCTAC 

TGCTGGCTGCACTGCTTCTGGGCTGCCTTGTGGCCCTAGGGGTCCAGTACCACAGAGACCCA 

TCCCACAGCACCTGCCTTACAGAGGCCTGCATTCGAGTGGCTGGAAAAATCCTGGAGTCCCT 

GGACCGAGGGGTGAGCCCCTGTGAGGACTTTTACCAGTTCTCCTGTGGGGGCTGGATTCGGA 

GGAACCCCCTGCCCGATGGGCGTTCTCGCTGGAACACCTTCAACAGCCTCTGGGACCAAAAC 

CAGGCCATACTGAAGCACCTGCTTGAAAAC?^CCACCTTCAACTCCAGCAGTGAAGCT^ 

GAAGACACAGCGCTTCTACCTATCTTGCCTACAGGTGGAGGGCT^TTGAG^ 

AGCCACTGAGAGACCTCTITTGAGAAGATTGGTGGTTGGAACATTACGGGGCCCTG^^ 

GACAACTTTATGGAGGTGTTGAAGGCAGTAGCAGGGACCTACAGGGCCACCCCATTCTTCAC 

CGTCTACATCAGTGCCGACTCTAAGAGTTCCAACAGO^TGTTATCCAGGTGGACC^ 

GGCTCTTTCTGCCCTCTCGGGATTACTACTTAAACAGAACTGCCAATGAGAAAGTAAGGAAC 

ATCTTCCGAACCCCCATCCCTACCCCTGGCTGAGCTGGGCTGATCCCTGTTGACTTTTCCCT 

TTGCCAAGGGTCAGAGCAGGGAAGGTGAGCCTATCCTGTCACCTAGTGAAC^^ 

CCTTTCTTTCTTCTTTTCTTCCTCCCTCCCTCCCTTTCTTCCCCTTTTCCTTCCTTCCTTCC 

TCTTATTCTTCTAGTAGGTTTCy^TAGACACCTACTGTGTGCa^GGTCCAGTGGGGGAATT 

GAGATATAAGTTTCCGAGCCATTGCCACAGGAAGCGTTCAGTGTCGATGGGTTCAT^ 

AGATAGGCTGATAACT^GCTCACa^GAGGGTCCTGAGGATTCAGGAGAGACTT^^ 

AGCAAAGTCTTCCTGAAGAGATTGCATTTGAGCCAGGTCCTGTAG 



FIGURE 228 



ATGCCTACTACCTTCCAACTAAGAATGAGATCGTCTTCCCCGCTGGCATCCTGCAGGCCCCC 

TTCTATGCCCGCAACCACCCCTU^GGCCCTGAACTTCGGTGGCT^TCGGTGTGGTCATGGGC 

TGAGTTGACGCATGCCTTTGATGACCAAGGGCGCGAGTATGACAAAGAAGGGAACCTGCGGC 

CCTGGTGGCAGAATGAGTCCCTGGCAGCCTTCCGGAACCACACGGCCTGCATGGAGGAACAG 

TACAATC?^TACCAGGTCAATGGGGAGAGGCTCAACGGCCGCCAGACGCTGGGGGA^ 

TGCTGAOl^lCGGGGGGCTGAAGGCTGCCTACAATGCTTACAAAGCATGGCTGAGAAAGCATC 

GGGAGGAGCT^GO^ACTGCCAGCCGTGGGGCTCACCTVACCACC^ 

GCCCAGGTGTGGTGCTCGGTCCGCACACCAGAGAGCTCTCACGAGGGGCTGGTGACCGACCC 
CCACAGCCCTGCCCGCTTCCGCGTGCTGGGCACTCTCTCCAACTCCCGTGACTTCCTGCGGC 
ACTTCGGCTGCCCTGTCGGCTCCCCCAT 

TGGATCAGGGGAGAAATGGCCAGCTGTCACCAGACCTGGGGCAGCTCTCCTGACAAAGCTGT 

TTGCTCTTGGGTTGGGAGGAAGCAAATGCAAGCTGGGCTGGGTCTAGTCCCTCCCCCCC^ 

GGTGAOVTGAGTACAGACCCTCCTCAATCACCACATTGTGCCTCTGCTTTGGGGGTGCC 

GCCTCCAGCAGAGCCCCCACCATTCACTGTGACa^TCTTTCCGTGTCACCCTGCCTGC^ 

GTCTGGGTGGGGAGGCa^GTTCCCATAGGAAGGAGTCTGCCTCTTCTGTCCCCAGGCTCA 

CAGCCTGGCGGCCATGGGGCCTGCCGTGCCTGCCCCACTGTGACCCACAGGCCTGG^ 

TACCTCCTGGACTTCTCCCCAGGCTCACTCAGTGCGCACTTAGGGGTGGACTCAGCTCTGTC 

TGGCTCACCCTCACGGGCTACCCCCACCTCACCCTGTGCTCCTTGTGCCACTGCTCCCAGTG 

CTGCTGCTGACCTTCACTGACAGCTCCTAGTGGAAGCCCAAGGGCCTCTGAAAGCCTCCTGC 

TGCCCACTGTTTCCCTGGGCTGAGAGGGGAAGTGCATATGTGTAGCGGGTACTGGTTCCTGT 

GTCTTAGGGCAC^GCCTTAGCAAATGATTGATTCTCCCTGGACAAAGCAGGAAAGCAGATA 

GAGCAGGGAAAAGGAAGAACAGAGTTTATTTTTACAGAAAAGAGGGTGGGAGGGTGT^ 

TGGCCCTTATAGGACC 



FIGURE 229 

CCCACGCGTCCGAGCCGCCCGAGAATTAGACACACTCCGGACGCGGCCAAAAGCAACCGAGA 
GGAGGGGAGGCAAAAAa^CCGAAAAACAAAAAGAGAGAAAaU^<:ACCCAACAACTG(^ 
GGGGAAGAAAGAAAGAAAAGAAACCCACCCACCCACCAAAAAAAAAAAAAAAAAAAAAAAAA 
AAAAAAAAAAAATCCTGTGGCGCGCCGCCTGGTTCCCGGGAAGACTCGCCAGCACCAGGGGG 
TGGGGGAGTGCGAGCTGAAAGCTGCTGGAGAGTGAGCAGCCCTAQCAQGGATGGACAT6ATG 
CTGTTGGTGCAGGGTGCTTGTTGCTCGAACCAGTGGCTGGCGGCGGTGCTCCTCAGCCTGTG 
CTGCCTGCTACCCTCCTGCCTCCCGGCTGGACAGAGTGTGGACTTCCCCTGGGCGGCCGTGG 
AC^CATGATGGTO^GAAAAGGGGACa^CGGCGGTGCTTAGGTGTTATTTGGAAGATGGAGCT 
TCAAAGGGTGCCTGGCTGAACCGGTCAAGTATTATTTTTGCGGGAGGTGATAAGTGGTCAGT 
GGATCCTCGAGTTTCAATTTCAACATTGAATAAAAGGGACTACAGCCTCCAGATACAGAATG 
TAGATGTGACAGATGATGGCCCATACACGTGTTCTGTTCAGACTO^CATACACCCAGAACA 
ATGCAGGTGCATCTAACTGTGCAAGTTCCTCCTAAGATATATGACATCTCAAATGATATGAC 
CGTCAATGAAGGAACCAACGTCACTCTTACTTGTTTGGCCACTGGGAAACCAGAGCCTTCCA 
TTTCTTGGCGACACATCTCCCCATCAGCyU^AACCATTTQAAAATGGAa^ 
- TATGGAATTAOAGGGACCy^GGCTGGGGAATATGAATGCAGTGCGGAAAATGCTGTGTCATT " 
CCCA6ATGTGAGGAAAGTAAAAGTTGTTGTCAACTTTGCTCCTACTATTCAGGAAATTAAAT 
CTGGCACCGTGACCCCCGGACGCAGTGGCCTGATAAGATGTGAAGGTGCAGGTGT6CCGCCT 
CCAGCCTTTGAATGGTACAAAGGAGAGAAGAA<3CTCTTCAATGGCCAACAAGGAATTATTAT 
TCAAAATTTTAGCACaAGATCCyiTTCTCy^CTGTTACCAACGTGACACAGGAGCA 
ATTATACCTGTGTGGCTGCCAACAAGCTAGGCACAACCAATGCGAGCCTGCCTCTTAACCCT 
CCAAGTACAGCCCAGTATGGAATTACCiSGGAGCGCTGATGTTCTTTTCTCCTGCTGGTACCT 
TGTGTTGACACTGTCCTCTTTO^Ca^GCy^TATTCTACCTGAAGAATGCCATTCTACAATAaA 
TTCAAAGACCCATAAAAGGCTTTTAAGGATTCTCTGAAAGTGCTGATGGCTGGATCCAATCT 
GGTACAGTTTGTTAAAAGCAGCGTGGGATATAATCAGCAGTGCTTACATGGGGATGATCGCC 
TTCTGTAGAATTGCTCy^TTATGTAAATACTTTAATTCTACTCTTTTTTGATTAGCTAGATTA 
CCTTGTGAAGCAGTACACATTGTCCTTTTTTTAAGACGTGAAAGCTCTGAAATTACTTTTAG 
AGGATATTAATTGTGATTTCATGTTTGTAATCTACAACTTTTCAAAAGCATTCAGTCATGGT 
CTGCTAGGTTGCAGGCTGTAGTTTACAAAAACGAATATTGCAGTGAATATGTGATT.CTTTAA 
GGCTGCAATACAAGCATTCAGTTCCCTGTTTCAATAAGAGTCAATCCACATTTACAAAGATG 
CATTTTTTTCTTTTTTGATAAAAAAGCAAATAATATTGCCTTCAGATTATTTCTTCAAAATA 
TAACAO^TATCTAGATTTTTCTGCTTGCATGATATTCAGGTTTCAGGAATGAGCCTTGTAAT 
ATAACTGGCTGTGCT^GCTCTGCTTCTCTTTCCTGTAAGTTCAGCATGGGTGTGCCTTCATAC 
AATAATATTTTTCTCTTTGTCTCCAACTAATATAAAATGTTTTGCTAAATCTTACAATTTGA 
AAGTAAAAATAAACCAQAGTGATCAAGTTAAACCATACACTATCTCTAAGTAACGAAGGAGC 
TATTGGACTGTAAAAATCTCTTCCTGCACTGACAATGGGGTTTGAGAATTTTGCCCCACACT 
AACTCAGTTCTTGTGATGAGAGACAATTTAATAACAGTATAGTAAATATACCATATGATTTC 
TTTAGTTGTAGCTAAATGTTAGATCCAGCGTGGGAAATCATTCCCTTTAAAATGACAGCACA 
GTCCy^CTCAAAGGATTGCCTAGCAATACAGCATCTTTTCCTTTCACTAGTCCAAGCCAAAAA 
TTTTAAGATGATTTGTCAGAAAGGGCACAAAGTCCTATCACCTAATATTACAAGAGTTGGTA 
AGCGCTCATCATTAATTTTATTTTGTGGCAGGTATTATGACAGTCGACCTGGAGGGTATGGA 
TATGGATATGGACGTTCCAGAGACTATAATGGCAGAAACCAGGGTGGTTATGACCGCTACTC 
AGGAGGAAATTACAGAGACAATTATGACAACTGAAATGAGACATGCACATAATATAGATACA 
CAAGGAATAATTTCTGATCCAGGATCGTCCTTCCAAATGGCTGTATTTATAAAGGTTTTTGG 
AGCTGCACTGAAGCATCTTATTTTATAGTATATCAACCTTTTGTTTTTAAATTGACCTGCCA 
AGGTAGCTGAAGACCTTTTAGACAGTTCCATCTTTTTTTTTAAATTTTTTCTGCCTATTTAA 
AGAOW^TTATGGGACGTTTGTCAAAAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 230 



l^LLVQGACCSNQWLAAVLLSLCCLLPSCLPAGQSVDFPWAAVDNMMW 

GASKGAWIJ^SSIIFAGGDKWSVDPRVSISTLNKRDySLQIQNVDVTDDGPYTCSVQTQHTP 

RTMQVHLWQVPPKIYDISISDMTVNEGTIWTLTCLATGKPEPSISW 

DIYGITRDQAGEYECSAENAVSFPDVRKVKVVVNFAPTIQEIKSGTVTPGRSGLIRCEGAGV 
PPPAFE1^KGEKKLFNGQQGIIIQNFSTRSILTVT1WTQEHFGNYT(^ 
NPPSTAQYGITGSADVLFSCWYLVLTLSSFTS I FYLKNAILQ 

Important features of the protein: 
Signal peptide: 

amino_acy.ds ^ 1 -.a^^^^ . ■ ^ 

Transmembrane domain: 
amino acids 326-345 

N-glycosylation sites* 

amino acids 71-75, 153-157, 273-277, 284t-288, 292-296, 305-309 

Casein kinase II phosphorylation site, 
amino acids 147-151, 208-212, 224-228 

Tyrosine kinase phosphorylation site. 

amino acids 178-186 

N-myristoylation sites. 

amino acids 7-13, 63-70, 67-73, 151-157, 239-245, 291-297, 
302-308, 319-325 . . 

Myelin PO protein: 

amino acids 92-121 



FIGURE 231 



AGTGGTTCGATGGGAAGGATCTTTCTCCAAGTGGTTCCTCTTGAGGGGAGCATTTCTGCTGG 
CTCC?VGGACTTTGGCCATCTATAAAGCTTGGC? ATGA GAAATAAGAAAATTCTCAAGGAGGA 
CGAGCTCTTGAGTGAGACCCAACAAGCTGCTTTTCACCAAATTGCAATGGAGCCTTTCGAAA 
TCAATGTTCCAAAGCCCAAGAGGAGAAATGGGGTGAACTTCTCCCTAGCTGTGGTGGTCA 
TACCTGATCCTGCTCACCGCTGGCGCTGGGCTGCTGGTGGTCCAAGTTCTGAATCTGCAGGC 
GCGGCTCCGGGTCCTGGAGATGTATTTCCTCAATGACACTCTGGCGGCTGAGGACAGCCCGT 
CCTTCTCCTTGCTGCAGTCAGCACACCCTGGAGAACACCTGGCTCAGGGTGCATCGAGGCTG 
CAAGTCCTGCAGGCCCAACTCACCTGGGTCCGCGTCAGCCATGAGCACTTGCTGCAGCGGGT 
AGACAACTTCACTCAGAACCCAGGGATGTTCAGAATCAAAGGTGAACAAGGCGCCCCAGGTC 
„ TTCAAGGTCACAAGGGGGCCATGGGCATGCC^^ 
GAGAAGGGAGCCAAGGGGGCTATGGGACGAGATGGAGCAACAGGCCCCTCGGGACCCCAAGG 
CCCACCGGGAGTCAAGGGAGAGGCGGGCCTCCAAGGACCCCAGGGTGCTCCAGGGAAGC^ 

gagccactggcaccccaggaccccaaggagagaagggcagcaaaggcgatgggggtctcatt 
ggcccaaaaggggaaactggaactaagggagagaaaggagacctgggtctcccaggaagcaa 
aggggacaggggcatgaaaggagatgcaggggtc^tggggcctcctggagcccaggggagta 
aaggtgacttcgggaggccaggcccaccaggtttggctggttttcctggagctaaaggagat 

CAAGGACAACCTGGACTGCAGGGTGTTCCGGGCCCTCCTGGTGCA 

caagggtgagcctggcagtgctggctcccctgggcgagcaggacttccagggagccccggga 

GTCCAGGAGCCACTlGGCCTGAAAGGAAGCy^GGGGACACAGGACTTC^ 

AGAAAAGGAGAATCy^GGAGTTCCAGGCCCTGCAGGTGTGAAGGGAGAACAGGGGAGCCCAG^ 

GCTGGCAGGTCCa?^GGGAGCCCCTGGACAAGCTGGCCAGAAGGGAGA 

GATCTTCTGGGGAGCAAGGAGTAAAGGGAGAAAAAGGTGAAAGAGGTGAAAACTCAGTGTCC 

GTCAGGATTGTCGGCAGTAGTAACCGAGGCCGGGCTGAAGTTTACTACAGTGGTACCTGGGG 

GACAATTTGCGATGACGAGTGGCAAAATTCTGATGCCATTGTCTTCTGCCGCATGCTGGGTT 

ACTCOkAAGGAAGGGCCCTGTACAAAGTGGGAGCTGGCy^CTGGGCA 

GTTCAGTGTCGGGGCACGGAGAGTACCCTGTGGAGCTGCACCAAGAATAGCTGGGGCCATCA 
TGACTGCAGCCACGAGGAGGACGCAGGCGTGGAGTGCAGCGTCTGACCCGGAAACCCTTTCA 
CTTCTCTGCTCCCGAGGTGTCCTCGGGCTCATATGTGGGAAGGCAGAGGATCTCTGAGGAGT 
TCCCTGGGGAOf^GTGAGCAGCCTCTGGAGAGGGGCCATTAATAAAGCTCAACATCATTGA 



FIGURE 232 

></usr/seqdb2/sst/DNA/Dnaseqs.full/ss.DNA68886 
xsubiinit 1 of 1, 520 aa, 1 stop 
xMW: 52658, pi: 9.16, NX(S/T): 3 

MRNKKILKEDELLSETQQAAFHQIAMEPFEINVPKPKRRNGWFSIA 

LWQVLNLQARLRVLEMYFLNDTLAAEDSPSFSLLQSAHPGEHLA^^ 

VSHEHLLQRVDNFTQNPGMFRIKGEQGAPGLQGHKGAMGMPGAPGPPGPPAEKGAKGAMGRD 

GATGPSGPQGPPGVKGEAGLQGPQGAPGKQGATGTPGPQGEKGSKGDGGLIGPKGETGTKGE 

KGDLGLPGSKGDRGMKGDAGVMGPPGAQGSKGDFGRPGPPGLAGFPGAKGDCJGQPGLQGVPG 

PPGAVGHPGAKGEEGSAGSPGRAGLPGSPGSPGATGLKGSKGDTGLQGQQGRKGESGVPGPA 

GVKGEQGSPGLAGPKGAPGQAGQKGDQGVKGSSGEQGVKGEKGERGENSVSVRIVGSSNRGR 

AEVYYSGTWGTICDDEWQNSDAIVFCRI^GYSKGRALYKVGAGTGQIWIiDNVQCRGTESTLW 

SCTKNSWGHHDCSHEEDAGVECSV . 

Transmembrame domain: 

amino acids 47-66 (type II) 

N-glycosylation sites. 

amino acids 43-47, 83-87, 136-140 

Tyrosine kinase phosphorylation site, 
amino acids 432-440 

N-myrlstoylatlon sites. 

amino acids 41-47, 178-184, 253-259, 274-280, 340-346, 346-352, 
400-406, 441-447, 475-481, 490-496, 515-521 

Amidatlon site. 

amino acids 360-364 

Leucine zipper pattern. 

amino acids 56-78 

Speract receptor repeat 
amino acids 422-471, 488-519 

Clq domain proteins. 

amino acids 151-184, 301-334, 316-349 



FIGURE 233 



CCCACGCGTCCGAAGGCAGACAAAGGTTCATTTGTAAAGAAGCTCCTTCCAGCACCTCCTCT 

CTTCTCCTTTTGCCCAAACTCACCCAGTGAGTGTGAGCATTTAAGAAGCATCCTCTGCCAAG 

ACCAAAAGGAAAGAAGAAAAAGGGCCT^AAAGCCAAAATGAAA^ • 

C^TTGGGCTAACTTTGCTGCTAGGAGTTCAAGCCATGCCTGCAAATCGCCTCTCTTGCTA^ 

GAAAGATACTAAAAGATCACAACTGTCACAACCTTCCGGAAGGAGTAGCTGACCTGACACAG 

ATTGATGTCAATGTCCAGGATCATTTCTGGGATGGGAAGGGATGTGAGATGATCTGTTACTG 

CAACTTCAGCGAATTGCTCTGCTGCCCAAAAGACGTTTTCTTTGGACCAAAGATCTCTTTCG 

TGATTCCTTGCAACAATC?UVTOAGAATCTTCATGTATTCTGGAGAACA^ 

CCACT^CTGCACTACATCAGTATAACTGCATTTCTAGTTTCTATATAGTGCAATAGAGC^ 

AGATTCTATAAATT.CTTACTTGTCTAAGACAAGTAAATCTGTGTTAAACAAGTAGTAATAAA. . 

AGTTAATTCAATCTAAAAAAAAAAAAA 



FIGURE 234 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA52758 

<siibiinit 1 of 1, 98 aa, 1 stop 

<MW: 11081, pi: 6.68, NX(S/T): 1 . 

MKLIWLVFTIGLTLLLGVQAMPANRLSCYRKILKDHNCHNLPEGVADLTQIDVirVQDHF^ 
KGCEMICYCNFSELLCCPKDVFFGPKISFVIPCNNQ 

Important features: 
Signal peptide: 
amino acids 1-20 



_ N-glycosylation site. 

Q amino acids 72-76 

E ■ ■ • 

■J Tyrosine kinase phosphos^lation site, 
amino acids 63-71 



FIGURE 235 

CCCACGCGTCCGCGGACGCGTGGGCTGGACCCCAGGTCTGGAGCGAATTCCAGCCTGCAGGG 
CTGATAAGCGAGGCATTAGTGAGATTGAGAGAGACTTTACCCCGCCGTGGTGGTTGGAGGGC 
GCGCAGTAGAGCAGCAGCACAGGCGCGGGTCCCGGGAGGCCGGCTCTGCTCGCGCCGAGATG 
TGGAATCTCCTTCACGAAACCGACTCGGCTGTGGCCACCGCGCGCCGCCCGCGCTGGCTGTG 
CGCTGGGGCGCTGGTGCTGGCGGGTGGCTTCTTTCTCCTCGGCTTCCTCTTCGGGTGGTTTA 
TAAAATCCTCCAATGAAGCTACTAACATTACTCCAAAGCATAATATGAAAGCATTTTTGGAT 
GAATTGAAAGCTGAGAACATCAAGAAGTTCTTACATAATTTTACACAGATACCACATTTAGC 
AGGAACAGAACAAAACTTTCAGCTTGCAAAGCAAATTCAATCC^ 

TGGATTCTGTTGAGCTAGCTCATTATGATGTCCTGTTGTCCTACCCAAATAAGACTCATCCC 
AACTACATCTCAATAATTAATGAAGATGGAAATGAGATTTTCAACACA^ 
ACCTCCTCCAGGATATGAAAATGTTTCGGATATTGTACCACCTTTCAGTGCTTTCTCTCCTC 
AAGGAATGCCAGAGGGCGATCTAGTGTATGTTAACTATGCACGAACTGAAGACTTCTTTAAA 
TTGGAACGGGACATGAAAATCAATTGCTCTGGGAAAATTGTAATTGCCAGATATGGGAAAGT 
TTTCAGAGGAAATAAGGTTAAAAATGCCCAGCTGGCy^GGGGCCAAAGGAGTCAT^ 
- -CCGACCCTGCTGACTACTTTGCTCCTGGGGTGAAGTCCTATCCAGACGGTTGGAATCTTCCT " 
GGAGGTGGTGTCCAGCGTGGAAATATCCTAAATCTGAATGGTGCAGGAGACCCTCTCACACC 
AGGTTACCCAGCAAATGAATATGCTTATAGGCGTGGAATTGCAGAGGCTGTTGGTCTTCCa^ 
GTATTCCTGTTCATCCAATTGGATACTATGATGCACAGAAGCTCCTAGAAAAAATGGGTGGC 

tcagcaccaccagatagcagctggagaggaagtctcaaagtgccctacaatgttggacctgg 

ctttactggaaacttttctacacaa^^gtcaagatgcacatccactctacc;^ 

cgagaatttacaatgtgataggtactctcagaggagcagtggaaccagacagatatgtcatt 

CTGGGAGGTCACCGGGACTCATGGGTGTTTGGTGGTATTGACCCTCAGAGTGGAGCAGCTGT 

TGTTCATGAAATTGTGAGGAGCTTTGGAACACTGAAAAAGGAAGGGTGGAGACCTAGAAGAA 

CAATTTTGTTTGC^^GCTGGGATGCAGAAGAATTTGGTCTTCTTGGTTCTACTGAGTGGGC^ 

GAGGAGAATTCAAGACTCCTTCAAGAGCGTGGCGTGGCTTATATTAATGCTGACTCATCTAT 

AGAAGGAAACTACACTCTGAGAGTTGATTGTACACCGCTGATGTACAGCTTGGTACACAACC 

TAACAAAAGAGCTGAAAAGCCCTGATGAAGGCTTTGAAGGCAAATCTCTTTATGAAAGTTGG 

ACTAAAAAAAGTCCTTCCCCAGAGTTGAGTGGCATGCCCAGGATAAGCAAATTGGGATCTGG 

AAATGATTTTGAGGTGTTCTTCCAACGACTTGGAATTGCTTCAGGCAGAGCACGGTATACTA 

AAAATTGGGAAACAAACAAATTCAGCGGCTATCCACTGTATCACAGTGTCTATGAAAC^ 

GAGTTGGTGGAAAAGTTTTATGATCCAATGTTTAAATATCACCTCACTGTGGCCCAGGTTCG 

AGGAGGGATGGTGTTTGAGCTAGCCAATTCCATAGTGCTCCCTTTTGATTGTCGAGATTATG 

CTGTAGTTTTAAGAAAGTATGCTGACAAAATCTACAGTATTTCTATGAAACATCCACAGGAA 

ATGAAGACATACAGTGTATCATTTGATTCACTTTTTTCTGCAGTAAAGAATTTTACAGAAAT 

TGCTTCCAAGTTCAGTGAGAGACTCCAGGACTTTGACAAAAGCAACCCAATAGTATTAAGAA 

TGATGAATGATCAACTCATGTTTCTGGAAAGAGCATTTATTGATCCATTAGGGTTACCAGAC 

AGGCCTTTTTATAGGCAT6TCATCTATGCTCCAAGCAGCCACAACAAGTATGCAGGGGAGTC 

ATTCCCAGGAATTTATGATGCTCTGTTTGATATTGAAAGCAAAGTGGACCCTTCCAAGGCCT 

GGGGAGAAGTGAAGAGACAGATTTATGTTGCAGCCTTCACAGTGCAGGCAGCTGCAGAGACT 

TTGAGTGAAGTAGCCTAAGAGGATTTTTTAGAGAATCCGTATTGAATTTGTGTGGTATGTGA 

CTCAGAAAGAATCGTAATGGGTATATTGATAAATTTTAAAATTGGTATATTTGAAATAAAGT 

TGAATATTATATATAA 



FIGURE 236 



></usr/seqdb2/sst/DNA/Dnaseqs.full/ss.DNA52756 
xsubiinit 1 of 1/ 750 aa, 1 stop 
xMW: 84305, pi: 6.93, NX{S/T) : 10 

MWNLLHETDSAVATARRPRWLCAGALVLAGGFFLLGFLFGWFIKSSNEATNITPK^^ 
DELKAENI KKPLHNFTQI PHLAGTEQNFQIJ^QIQSQWKEFGLDSVELAHYDVLL 
PNYISIINEDGNEIFNTSLFEPPPPGYENVSDIVPPFSAFSPQGMPEGDLVYVNYARTEDFF 
KLERDMKINCSGKIVIARYGKVFRGNKVKNAQLAGAKGVILYSDPADYFAPGVKSYPDGWNL 
PGGGVQRGNILNLNGAGDPLTPGYPANEYAYRRGIAEAVGLPSIPVHPIGYYDAQKLLEKMG 
GSAPPDSSWRGSLKVPYNVGPGFTGNFSTQKVKMHIHSTNEWRIYNVIGTLRGAVEPDRYV 
ILGGHRDSWFGGpPQSGAA}^ 

1^ AEENSRLLQERGVAYINADSSIEGOTTLRVDCTPLMYSLVHNLTKELKSPDEGFEGKSLYES 
O WTKKBPSPEFSGMPRISKLGSGNDFEVFFQRLGIASGRARYTKNWETNKPSGYPLra 
P YELVEKFYDPMFKYHLTVAQWGGMVFELANSIVLPFDCR 

EMKTYSVSFDSLFSAVKNFTEIASKFSERLQDFDKSNPIVLRMMNDQIiMFLERAFIDPLGLP 
5 DRPFYRHVIYAPSSHNKYAGESFPGIYDALFDIESKVDPSKAWGEVKRQIYVAAF 
'f TLSEVA 

|r: Signal sequence: 

ly 

:p amino acids 1-40 

N-glycosyiation sites. 

amino acids 76-80, 121-125, 140-144, 153-157, 195-199, 336-340, 
459-463, 476-480, 638-642 

Tyrosine kinase phosphorylation sites. 

amino acids 363-372, 605-613, 606-613, 617-626. 

N-myristoylation sites. 

amino acids 85-91, 168-174, 252-258, 256-262, 282-288, 335-341, 
360-366, 427-433, 529-535, 707-713 



